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(57) Abstract: The invention describes the use of nucleic acids and polypeptides which are involved in a pathway eventually lead- 
ing to programmed cell death of yeast or fungi for the preparation of a medicament for treating diseases associated with yeast or 
fiingi or for the treatment of proliferative disorders or for preventing apoptosis in certain diseases. Methods are provided to iden- 
tify compounds which selectively modulate the expression or fimctionality of said polypeptides in the same or a parallel pathway. 
Also provided are compounds as well as pharmaceutica] compositions, medicaments and vaccines. The im'ention also comprises 
new nucleic acid sequences, probes and primers derived thereof, expression vectors and host cells transformed with said vectors, 
polypeptides and antibodies raised against said polypeptides. 
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CELL DEATH RELATED DRUG TARGETS IN YEAST AND FUNGI 

The present invention relates to the identification of genes and proteins 
encoded thereof from yeast and fungi whose expression is modulated upon 
5 programmed cell death and which genes, proteins or functional fragments and 
equivalents thereof may be used as selective targets for drugs to treat infections 
caused by or associated with yeast and fungi or for the treatment of proliferative 
disorders or for the prevention of apoptosis in certain diseases. 

Invasive fungal infections (e.g. Candida spp, Aspergillus spp., Fusarium spp., 
10 Zygomycetes spp.) (Walsh, 1992) have emerged during the past two decades as 
important pathogens causing formidable morbidity and mortality in an increasingly 
diverse and progressively expanding population of immunocompromised patients. 
Those with the acquired immune deficiency syndrome (AIDS) constitute the most 
rapidly growing group of patients at risk for life-threatening mycosis. But fungal 
15 infections have also increased in frequency in several populations of other susceptible 
hosts, including very-low-birth-weight infants, cancer patients receiving chemotherapy, 
organ transplant recipients, burn patients and surgical patients with complications. 

These fungal infections are not limited to humans and other mammals, but are 
also important in plants where they can cause diseases or cause the production of 
20 unwanted compounds (e.g. Fusarium spp., Aspergillus spp., Botritis spp., 
Cladosporium spp.). 

Although recent advances in antifungal chemotherapy have had an impact on 
these mycoses, expanding populations of immunocompromised patients will require 
newer approaches to antifungal therapy. The discovery of novel antifungal agents is 
25 thus an essential element of any new antifungal therapy. 

Classical approaches for identifying anti-fungal compounds have relied almost 
exclusively on inhibition of fungal or yeast growth as an endpoint. Libraries of natural 
products, semi-synthetic, or synthetic chemicals are screened for their ability to kill or 
arrest growth of the target pathogen or a related nonpathogenic model organism. 
30 These tests are cumbersome and provide no information about a compound's 
mechanism of action. The promising lead compounds that emerge from such screens 
must then be tested for possible host-toxicity and detailed mechanism of action studies 
must subsequently be conducted to identify the affected molecular target. 

Cells from multicellular organisms can commit suicide in response to specific 
35 signals or injury by an intrinsic program of cell death. Apoptosis is a form of 
programmed cell death which leads to elimination of unnecessary or damaged cells. To 
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survive, all cells from multicellular organisms depend on the constant repression of tfiis 
suicide program by signals from other cells (Raff, 1992). It has been assumed that 
such an altruistic form of cell survival arose with multicellularity and would have been 
counterselected in unicellular organisms. Recent findings indicate, however, that a 
5 similar process of cell survival also operates in single-celled eukaryotes. 

It has been found that expression of the mammalian Bax gene triggers cell 
death in Saccharomyces cerevisiae and the fission yeast Schizosaccharomyces 
pombe with morphological changes similar to apoptosis (Jiirgensmeier et al., 1 997). 
However, the mechanism of Bax lethality in S. cerevisiae remains unclear. 
10 Since it has been discovered that the mammalian Bax gene triggers apoptotic 

changes in yeast (Ligr et al., 1998), this can be an indication that the molecular 
pathways eventually leading to programmed cell death may also be partially present in 
yeast cells and other unicellular eukaryotes. 

It is an aim of the present invention to provide nucleic acid as well as 
1 5 polypeptide sequences which represent potential molecular targets for the identification 
of new compounds which can be used in alleviating diseases or conditions associated 
with yeast or fungi infections. 

It is a further aim of the present invention to provide uses of these nucleic acid 
and amino acid molecules for the preparation of a medicament for treating diseases 
20 associated with yeast or fungi. 

It is also an aim of the invention to provide pharmaceutical compositions and 
vaccines comprising these nucleic acids or polypeptides. 

It is also an aim of the present invention to provide vectors comprising these 
nucleic acids, as well as host cells transfected or transformed with said vectors. 
25 It Is also an aim of the invention to provide antibodies against these 

polypeptides, which can be used as such, or in a composition as a medicine for treating 
diseases associated with yeast and fungi. 

It is another aim of the invention to provide methods to selectively identify 
compounds capable of inhibiting or activating expression of such polypeptides in yeast 
30 or fungi infections. The nucleic acid and polypeptide molecules alternatively can be 
incorporated into an assay or kit to identify these compounds. 

It is also an aim of the invention to provide a method of preventing infection with 
yeast or fungi. 

It is also an aim of the Invention to provide probes and primers derived from the 
35 nucleic acid sequences of the invention. 
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All the aims of the present invention have been met by the embodiments as set 
out below. 

The present inventors identified a range of specific nucleotide sequences which 
are involved in the molecular pathways eventually leading to programmed cell 
5 death. The present inventors were able to identify via macro array screening a range of 
genes involved in a pathway eventually leading to programmed cell death in the yeast 
Saccharomyces cerevisiae. As explained in Example 2, genes showing a difference of 
a factor 5 or more in expression as a result of Sax-induced cell death, were identified 
as differentially expressed candidate genes. Some of these genes are clearly down- 

10 regulated in a Sax-expressing strain, while other genes show an upregulated 
expression (Table 1). Example 3 describes a further experiment wherein the results of 
differential expression were analysed using the Pathways™ software and differentially 
expressed nucleic acid sequence were identified. 

According to a first embodiment, the invention relates to the use of a nucleic 

15 acid molecule encoding a polypeptide which is involved in a pathway eventually leading 
to programmed cell death of yeast or fungi and which nucleic acid sequence is selected 
from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in 
any of SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 1 B, 20, 22, 24, 26, 28, 30, 32, 34, 36. 

20 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62. 64. 66. 68, 70. 72, 74, 76, 78, 80, 

82. 84, 86, 88, 90, 92, 94, 96, 98, 100, 102. 104, 106, 108, 110, 112, 114. 116, 118, 
120, 122, 124, 126. 128, 130, 132. 134, 136, 138, 140, 142, 144, 146, 148. 150, 
152, 154. 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 
184. 186. 188. 190, 192. 194. 196, 198, 200, 202, 204. 206, 208, 210, 212, 214, 

25 216. 218. 220, 222. 224, 226, 228. 230, 232, 234, 236, 238, 240, 242, 244, 246, 

248, 250, 252, 254. 256. 258. 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 
280, 282, 284, 286, 288, 290. 292. 294, 296, 298, 300. 302, 304, 306, 308, 310, 
312. 314, 316, 318, 320, 322. 324. 326, 328, 330, 332. 334, 336, 338, 340, 342, 
344, 346. 348, 350. 352. 354. 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 

30 376. 378. 380. 382. 384, 386. 388. 390, 392, 394, 396, 398, 400, 402, 404, 406, 

408, 410. 412. 414. 416. 418. 420. 422, 424. 426, 428, 430, 432, 434, 436, 438, 
440, 442, 444. 446, 448, 450, 452, 454, 456. 458, 460. 462, 464, 466, 468, 470, 
472. 474, 476. 478, 480, 482, or 484, or encoding a functional equivalent, 
derivative or bioprecursor of said protein; 

35 (b) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% similar, preferably more than 75% or 80% similar, more 
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preferably more than 85%, 90% or 95% similar and most preferably more than 97% 
similar to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 1 0, 1 2, 
14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 
58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80. 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 
5 102, 104, 106. 108, 110. 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 

134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 
166, 168, 170. 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192. 194, 196, 
198, 200. 202, 204, 206, 208, 210, 212, 214, 216, 218. 220, 222, 224, 226, 228, 
230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254. 256. 258, 260, 

10 262, 264, 266, 268. 270, 272. 274, 276, 278, 280, 282, 284. 286. 288, 290, 292. 

294. 296, 298. 300. 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 
326, 328. 330, 332. 334, 336, 338, 340. 342, 344, 346, 348, 350, 352, 354, 356, 
358, 360, 362, 364, 366, 368, 370, 372. 374. 376. 378, 380, 382. 384, 386, 388, 
390, 392, 394, 396. 398, 400, 402, 404, 406. 408. 410. 412, 414, 416, 418. 420, 

15 422, 424. 426, 428. 430, 432, 434. 436. 438, 440, 442, 444, 446, 448, 450, 452, 

454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; 
(c) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% identical, preferably more than 75% or 80% identical, more 
preferably more than 85%, 90% or 95% identical and most preferably more than 

20 97% identical to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8. 

10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 
54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 
98, 100, 102, 104 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 
132. 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 

25 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 

196. 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 
228, 230, 232, 234. 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 
260, 262, 264, 266, 268, 270, 272. 274, 276, 278, 280, 282, 284. 286, 288, 290, 
292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 

30 324, 326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 

356, 358, 360, 362, 364. 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 
388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 
420, 422, 424, 426, 428, 430, 432. 434, 436, 438, 440, 442, 444, 446, 448, 450, 
452, 454, 456, 458, 460, 462, 464, 466, 468. 470, 472, 474, 476, 478, 480, 482, or 

35 484; 
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(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ ID 
NOs 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 
45, 47, 49, 51 . 53, 55, 57, 59, 61 , 63, 65, 67, 69, 71 , 73, 75, 77, 79, 81 , 83, 85, 87, 
89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109. Ill, 113, 115, 117, 119, 121, 123, 

5 125, 127, 129, 131, 133, 135. 137, 139, 141. 143, 145, 147, 149, 151, 153, 155, 

157, 159, 161, 163, 165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 
189, 191, 193, 195, 197, 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 
221, 223, 225, 227, 229, 231, 233, 235, 237, 239, 241, 243, 245. 247, 249, 251, 
253, 255, 257, 259, 261, 263. 265, 267, 269, 271, 273. 275. 277. 279, 281, 283, 

10 285, 287, 289, 291, 293, 295." 297, 299, 301, 303. 305, 307, 309. 311, 313. 315, 

, 317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 
349, 351, 353, 355, 357, 359, 361, 363, 365, 367, 369. 371. 373. 375, 377, 379, 
381, 383, 385, 387, 389, 391. 393, 395, 397, 399, 401, 403. 405. 407, 409, 411, 
413, 415, 417, 419, 421, 423. 425, 427, 429, 431, 433, 435, 437, 439. 441. 443, 

1 5 445, 447, 449, 451 , 453 or 455; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more than 75 
or 80% identical, more preferably more than 85%, or 90% or 95% identical and 
most preferably more than 97% identical to any of the nucleic acid sequences 
shown in SEQ ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 

20 35, 37, 39, 41 . 43, 45, 47, 49, 51 , 53. 55. 57, 59, 61 , 63, 65, 67, 69, 71 , 73, 75, 77, 

79, 81, 83, 85, 87. 89, 91, 93, 95, 97, 99. 101. 103, 105, 107. 109, 111, 113, 115, 
117, 119. 121, 123, 125, 127, 129, 131, 133, 135, 137. 139, 141, 143, 145, 147, 
149, 151, 153, 155, 157, 159, 161, 163, 165, 167, 169, 171, 173,-175, 177, 179, 
181, 183, 185, 187, 189, 191, 193, 195, 197, 199, 201, 203, 205, 207, 209, 211, 

25 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 233, 235, 237, 239, 241, 243, 

245, 247, 249, 251, 253, 255, 257, 259, 261, 263, 265, 267, 269, 271, 273, 275, 
277, 279, 281, 283, 285, 287, 289, 291, 293, 295, 297, 299, 301, 303, 305, 307, 
309, 311, 313, 315, 317, 319, 321, 323. 325, 327, 329, 331, 333, 335, 337, 339, 
341, 343, 345, 347, 349, 351, 353, 355. 357. 359. 361, 363, 365, 367, 369, 371, 

30 373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 

405, 407, 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429. 431, 433, 435, 
437, 439, 441 , 443, 445, 447, 449, 451 , 453 or 455; 

(f) a nucleic acid sequence encoding a functional fragment of any of the nucleic acid 
sequences as specified in a) to e); and 

35 (g) the complement of any of the nucleic acid sequences as specified in a) to f). 
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for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

Sequence similarity searches were performed using the BUVST software 
package version 2. Identity and similarity percentages were calculated using 
BLOSUM62 as a scoring matrix. 

As known in the art. "similarity" between two polypeptides is determined by 
comparing the amino acid sequence and Its conserved amino acid substitutes of one 
polypeptide to the sequence of a second polypeptide. Moreover, also known in the art 
is "identity" which means the degree of sequence relatedness between two polypeptide 
or two polynucleotide sequences as determined by the identity of the match between 
two strings of such sequences. Both identity and similarity can be readily calculated. 
While there exist a number of methods to measure Identity and similarity between two 
polynucleotide or polypeptide sequences, the terms "identity" and "simllarit/' are well 
known to skilled artisans (Carillo and Lipton, 1988). Methods commonly employed to 
determine Identity or similarity between two sequences include, but are not limited to, 
those disclosed in "Guide to Huge Computers (Bishop. 1994) and Carillo and Lipton 
(1988). Preferred methods to determine identity are designed to give the largest match 
between the two sequences tested. Methods to determine identity and similarity are 
codified in computer programs. Preferred computer program methods to determine 
identity and similarity between two sequences Include, but are not limited to, GCG 
program package (Devereux etaL. 1984), BLASTP. BLASTN and FASTA (Altschul et 
al, 1990). 

The nucleic acid sequences to be used according to this aspect of the invention 
from Saccharomyces cerevisiae are defined In SEQ ID NOs 1, 3, 5, 7, 9. 11, 13, 15, 
17, 19, 21, 23. 25, 27, 29, 31, 33. 35, 37. 39. 41. 43, 45, 47. 49, 51, 53, 55, 57, 59'. 61.' 
63, 65, 67, 69, 71, 73, 75, 77, 79. 81. 83, 85, 87, 89, 91. 93, 95, 97, 99, 101, 103. 105.' 
107. 109, 111, 113. 115, 117, 119, 121, 123, 125, 127, 129. 131. 133. 135. 137, 139^ 
141. 143. 145. 147. 149, 151, 153, 155, 157, 159, 161, 163, 165, 167, 169. 171, 173^ 
175. 177, 179, 181, 183, 185. 187, 189, 191, 193, 195. 197, 199. 201, 203. 205,' 207, 
209. 211, 213, 215, 217. 219. 221, 223, 225. 227. 229, 231, 233, 235, 237,' 239,' 241, 
243. 245, 247, 249. 251. 253. 255. 257. 259, 261. 263. 265, 267, 269. 271, 273. 275. 
277, 279, 281 , 283, 457, 459, 461 , 463, 465, 467, 469. 471 and 473 . 

The invention also relates to nucleic acid sequences from Candida albicans, as 
represented by the SEQ ID NOs 285. 287, 289. 291, 293, 295. 297, 299. 301, 303, 
305, 307, 309, 311, 313, 315, 317, 319, 321. 323. 325, 327, 329, 331. 333. 335. 337.' 
339, 341. 343. 345. 347, 349. 351, 353. 355. 357. 359. 361. 363. 365, 367. 369. 371. 
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373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 
407, 409, 411, 413, 415, 417, 419, 421, 423, 425. 427, 429. 431, 433, 435, 437, 439. 
441 , 443, 445. 447. 449, 451 , 453. 455, 475, 477, 479. 481 . and 483. 

The expression "a pathway eventually leading to programmed cell death" refers 
5 to a sequence of steps ultimately leading to cell death and which can be triggered at 
various steps in this pathway by various agents, such as Bax, Bak, CED4, hydrogen 
peroxide, diamide and famesol. 

The yeast or fungi according to the invention may be, but are not restricted to, 
pathogenic yeast or fungi. As such, yeast or fungi may cause infections in healthy 

1 0 individuals as well as in immunocompromised patients. 

The expression "treating diseases associated with yeast and fungi" not only 
refers to diseases or infections caused by said organisms but also refers to allergic 
reactions caused by said organisms, such as the so-called "professional diseases" in. 
for instance, bakery and brewery and that are caused by yeast or fungi which are 

1 5 commonly known as "non-pathogenic". 

The invention further relates to the use of nucleic acid sequence homologues of 
SEQ ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 
43, 45, 47, 49, 51, 53. 55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 
89, 91, 93, 95, 97, 99, 101, 103. 105, 107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 

20 127, 129, 131, 133, 135. 137, 139. 141, 143, 145. 147. 149, 151, 153, 155, 157, 159, 
161, 163, 165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 189, 191, 193, 
195, 197, 199, 201, 203. 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 
229, 231, 233, 235, 237, 239, 241. 243, 245. 247, 249, 251, 253, 255, 257, 259, 261, 
263, 265, 267, 269, 271, 273, 275. 277, 279, 281, 283, 285, 287, 289, 291, 293, 295, 

25 297, 299, 301, 303, 305, 307, 309, 311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 
331. 333, 335, 337, 339, 341, 343, 345. 347. 349, 351, 353, 355, 357, 359, 361, 363, 
365, 367, 369, 371, 373, 375, 377, 379, 381, 383. 385, 387, 389, 391, 393, 395, 397, 
399, 401, 403, 405, 407, 409, 411, 413. 415, 417, 419, 421, 423, 425, 427, 429, 431, 
433, 435, 437, 439, 441, 443, 445. 447, 449, 451, 453, 455, 457. 459, 461, 463, 465, 

30 467, 469, 471 . 473. 475, 477, 479, 481 or 483 but isolated from other yeast and fungi 
strains which are also involved in a pathway eventually leading to programmed cell 
death. 

According to the invention, these sequences and their homologues in other 
yeast and fungi as well as the polypeptides which they encode represent novel 
35 molecular targets which can be incorporated into an assay to selectively identify 
compounds capable of inhibiting or activating expression of such polypeptides. 
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Furthermore, the invention also relates to the potential use of said sequences in 
alleviating diseases or conditions associated with yeast or fungi infections, such as 
diseases caused by Candida spp., Aspergillus spp., Microsporum spp., Trichophyton 
spp., Fusarium spp., Zygomycetes spp., Botritis spp., Cladosporium spp., Malassezia 
5 spp., Epidermophyton floccosum, Blastomyces dermatitidis, Coccidioides immitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus neoformans, 
and Sporotlirix sctiencldi. 

According to another embodiment, the invention also relates to a nucleic acid 
sequence encoding a polypeptide which is involved in a pathway eventually leading to 
1 0 programmed cell death of yeast or fungi selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in 
any of SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 
312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 
354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 

15 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 

428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450. 452, 454, 476, 478, 
480, 482 or 484, or encoding a functional equivalent, derivative or bioprecursor of 
said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence which 
20 is more than 70% similar, preferably more than 75% or 80% similar, more 

preferably more than 85%, 90% or 95% similar and most preferably more than 97% 
similar to any of the amino acid sequences shown in SEQ ID NOs 286, 288, 290, 
292, 296, 298, 300. 302, 304, 306. 308, 310, 312, 316, 318, 320, 322, 324, 326, 
328, 330, 332, 338, 342, 344, 346. 348, 352, 354, 356, 358, 360, 362, 364. 366, 
25 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 

406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 
442, 444, 446, 448, 450, 452, 454, 476, 478, 480, 482 or 484; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence which 
is more than 70% identical, preferably more than 75% or 80% identical, more 

30 preferably more than 85%, 90% or 95% identical and most preferably more than 
97% identical to any of the amino acid sequences shown in SEQ ID NOs 286, 288, 
290, 292, 296, 298, 300, 302, 304, 306, 308, 310. 312. 316, 318, 320, 322. 324, 
326. 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 
366, 368, 370, 372, 374, 376, 380. 382, 384, 386, 388, 390, 392, 394, 398, 402, 

35 404. 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432. 434, 436, 438, 

440, 442, 444, 446. 448, 450, 452, 454, 476, 478, 480, 482 or 484; 
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(d) a nucleic acid mplecule comprising a sequence as represented in any of SEQ ID 
NO 285, 287, 289, 291, 293, 295, 297, 299, 301, 303, 305, 307, 309, 311, 313, 
315, 317, 319, 321, 323, 325. 327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 
347, 349, 351, 353, 355, 357, 359, 361, 363, 365, 367, 369, 371, 373, 375, 377, 

5 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 407, 409, 

411, 413, 415, 417, 419, 421. 423, 425, 427, 429, 431, 433. 435, 437, 439, 441, 
443, 445, 447, 449, 451 , 453, 455, 475, 477, 479, 481 or 483; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more than 
75% or 80% identical, more preferably more than 85%, 90% or 95% identical and 

10 most preferably more than 97% identical to any of the nucleic acid sequences 
shown in SEQ ID NO 285, 287, 289. 291, 293, 295, 297, 299, 301, 303, 305, 307, 
309, 311, 313, 315, 317, 319, 321. 323, 325, 327, 329, 331, 333, 335, 337, 339, 
341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 363. 365, 367, 369, 371, 
373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 

15 405, 407, 409. 411, 413, 415. 417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 

437, 439, 441, 443, 445, 447, 449, 451. 453, 455, 475, 477, 479, 481 or 483; and, 

(f) a nucleic acid sequence encoding a functional fragment of any of the nucleic acid 
sequences as specified in a) to e), and 

(g) the complement of any of the nucleic acid sequences as specified in a) to f). 

20 According to a more specific embodiment, these nucleic acid sequences are 
derived from Saccharomyces cerevisiae, Candida albicans or Aspergillus fumigatus. 

A nucleic acid sequence according to the invention may comprise an mRNA 
sequence or alternatively a DNA sequence and preferably a cDNA sequence. A nucleic 
acid sequence according to the invention may also comprise any modified nucleotide 

25 known in the art. 

The present invention further relates to a nucleic acid molecule capable of 
selectively hybridising to at least one of the nucleic acid molecules according to the 
invention, or the complement thereof. 

The term "selectively hybridising" or "specifically hybridising means hybridising 

30 under conditions wherein sequences can be detected which are homologues of the 
sequences of the invention, but which are for instance derived from heterologous cells 
or organisms, and wherein said sequences do not hybridize with known sequences. In 
a preferred embodiment, mammalian homologues can be detected. It Is well known to 
the person skilled in the art which methods for hybridisation can be used and which 

35 conditions are necessary for selectively or specifically hybridising. Preferably, 
hybridization under high stringency conditions can be applied (Sambrook et al., 1989). 
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As such, the present invention also relates to the use of the nucleic acid 
sequences of the invention for detecting homologues in heterologous organisms 
including but not limited to mammalian organisms. 

The term "nucleic acid sequence" also includes the complementary sequence 
5 to any single stranded sequence given, or the antisense version thereof. 

The invention also relates to mRNA, DNA or cDNA versions of the nucleic acid 
molecules of the invention. 

The present invention more particularly relates to an antisense molecule 
comprising a nucleic acid sequence capable of hybridizing to any of the above defined 
1 0 nucleic acid sequences. 

Polynucleotides according to the invention may be inserted into vectors in an 
antisense orientation in order to provide for the production of antisense RNA. Antisense 
RNA or other antisense nucleic acids may also be produced by synthetic means. 

The present invention also advantageously provides nucleic acid sequences of 
15 at least approximately 10 contiguous nucleotides of a nucleic acid according to the 
invention and preferably from 10 to 50 nucleotides. These sequences may, 
advantageously be used as probes or primers to initiate replication, or the like. Such 
nucleic acid sequences may be produced according to techniques well known in the 
art, such as by recombinant or synthetic means. The probes will hybridise specifically 
20 with any of the nucleic acid molecules of the invention. The primers will specifically 
amplify any of the nucleic acid molecules of the invention. 

The probes or primers according to the invention may also be used in 
diagnostic kits or the like for detecting the presence of a nucleic acid according to the 
invention. These tests generally comprise contacting the probe with the sample under 
25 hybridising conditions and detecting the presence of any duplex or triplex formation 
between the probe and any nucleic acid in the sample. 

According to the present invention these probes may be anchored to a solid 
support. Preferably, they are present on an array so that multiple probes can 
simultaneously hybridize to a single biological sample. The probes can be spotted onto 
30 the array or synthesized in situ on the array. (Lockhart et al., 1 996). A single array can 
contain more than 100, 500 or even 1,000 different probes in discrete locations. Such 
arrays can be used to screen for compounds interacting with said probes. 

Advantageously, the nucleic acid sequences, according to the invention may be 
produced using recombinant or synthetic means, such as for example using PGR 
35 cloning mechanisms which generally involve making a pair of primers, which may be 
from approximately 10 to 50 nucleotides to a region of the gene which is desired to be 
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cloned, bringing the primers into contact with mRNA, cDNA, or genomic DNA from the 
yeast or fungal cell, performing a polymerase chain reaction under conditions which 
bring about amplification of the desired region, isolating the amplified region or 
fragment and recovering the amplified DNA. Generally, such techniques as defined 
5 herein are well known in the art, such as described in Sambrook et al. (1 989). These 
techniques can be used to clone homologues of the nucleic acid sequences of the 
invention in other organisms. 

The nucleic acids or oligonucleotides according to the invention may carry a 
revealing label. Suitable labels include radioisotopes such as ^^P, ^^P or ^S, enzyme 

10 labels or other protein labels such as biotin or fluorescent markers. Such labels may be 
added to the nucleic acids or oligonucleotides of the Invention and may be detected 
using techniques known in the art. 

According to another embodiment of the invention, the nucleic acid sequences 
according to the invention as defined above may, advantageously, be included in a 

15 suitable expression vector which may be transformed, transfected or infected into a 
host cell. In such an expression vector the nucleic acid is operably linked to a control 
sequence, such as a suitable inducible promoter, or the like, to ensure expression of 
the proteins according to the invention in a suitable host cell. The expression vector 
may also comprise a reporter molecule. The expression vector may advantageously be 

20 a plasmid, cosmid, virus or other suitable vector which is known to those skilled in the 
art. The expression vector and the host cell defined herein also form part of the present 
invention. Preferably the host cell is a lower eukaryotic cell such as a yeast cell or a 
fungal cell. Yeast and fungal cells are particularly advantageous because they provide 
the necessary post-translational modifications to the expressed proteins of the 

25 invention, similar to those of the natural proteins from which they are derived. These 
modifications confer optimal confonnation of said proteins, which when isolated may 
advantageously be used in kits, methods or the like. 

The invention further relates to any nucleic acid as defined above for use as a 
medicament. 

30 Nucleotide sequences according to the invention are particularly advantageous 

for providing selective therapeutic targets for treating yeast or fungi-associated 
infections. For example, an antisense nucleic acid capable of binding to the nucleic 
acid sequences according to the invention may be used to selectively inhibit expression 
of the corresponding polypeptides, leading to impaired growth or death of yeast and 

35 fungi with reductions of associated illnesses or diseases. 
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According to another embodiment, the invention also relates to the use of a 
polypeptide which is involved in a pathway eventually leading to programmed cell 
death of yeast or fungi, said polypeptide being selected from : 
(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 2, 
5 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32. 34, 36, 38, 40, 42, 44, 46, 48, 

50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72. 74, 76, 78, 80, 82. 84, 86, 88, 90. 92, 
94, 96. 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122. 124, 126. 
128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158. 
160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 
10 192, 194, 196, 198, 200, 202, 204, 206, 208, 210. 212. 214. 216, 218, 220, 222, 

224, 226, 228, 230, 232, 234, 236, 238. 240, 242. 244, 246, 248, 250. 252, 254, 
256, 258. 260, 262, 264, 266, 268. 270, 272, 274, 276, 278. 280, 282, 284, 286. 
288, 290, 292, 294, 296, 298, 300, 302. 304, 306, 308, 310, 312, 314, 316, 318, 
320, 322, 324, 326, 328, 330, 332, 334. 336, 338, 340, 342, 344, 346. 348, 350, 
15 352, 354, 356, 358, 360, 362, 364, 366, 368, 370. 372, 374, 376, 378, 380, 382. 

384, 386, 388, 390, 392, 394, 396, 398. 400, 402, 404, 406, 408, 410. 412, 414. 
416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 
448, 450, 452, 454, 456, 458. 460. 462, 464, 466. 468, 470, 472, 474, 476, 478, 
480, 482, or 484, or encoding a functional equivalent, derivative or bloprecursor of 
20 said protein; 

(b) a protein having an amino acid sequence which Is more than 70% similar, 
preferably more than 75% or 80% similar, more preferably more than 85%, 90% or 
95% similar and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 
25 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68. 70. 72, 

74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94. 96. 98, 100, 102, 104, 106, 108, 1 10, 1 12, 
114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 
146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 
178. 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208. 
30 210. 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234. 236, 238, 240, 
242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 
274, 276, 278, 280, 282, 284, 286, 288. 290, 292, 294, 296, 298, 300, 302, 304, 
306, 308, 310, 312, 314. 316, 318, 320, 322, 324, 326, 328. 330. 332. 334, 336. 
338. 340, 342. 344. 346, 348, 350. 352, 354, 356, 358. 360. 362. 364, 366, 368, 
35 370, 372, 374, 376, 378, 380. 382. 384, 386, 388, 390. 392. 394, 396, 398. 400, 

402. 404. 406, 408, 410. 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 
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434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458,, 460, 462, 464, 
466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%, 90% 

5 or 95% identical and most preferably more than 97% identical to any of the amino 
acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 
28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 
72. 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 
112, 114, 116, 118, 120, 122. 124, 126, 128, 130, 132, 134. 136, 138, 140, 142, 

10 144, 146, 148, 150, 152. 154, 156, 158. 160. 162. 164, 166, 168, 170, 172, 174, 

176, 178, 180, 182, 184, 186, 188, 190. 192, 194, 196, 198, 200. 202. 204, 206. 
208, 210. 212, 214, 216, 218, 220, 222. 224. 226, 228, 230, 232, 234, 236, 238, 
240, 242. 244, 246, 248, 250, 252, 254, 256, 258, 260. 262, 264, 266. 268, 270, 
272, 274, 276, 278, 280, 282, 284, 286, 288. 290, 292, 294, 296. 298, 300, 302, 

15 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332. 334, 

336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364. 366, 
368, 370, 372, 374. 376, 378, 380, 382, 384, 386, 388, 390, 392. 394, 396, 398, 
400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 
432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456. 458, 460, 462. 

20 464, 466, 468, 470, 472, 474, 476. 478, 480, 482, or 484; and, 

(d) a functional fragment of any of said proteins as defined in a) to c), 

for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

The term "functional fragment" of a protein means a truncated version of the 
25 original protein or polypeptide referred to. The truncated protein sequence can vary 
widely in length; the minimum size being a sequence of sufficient size to provide a 
sequence with at least a comparable function and/or activity of the original sequence 
referred to, while the maximum size is not critical. In some applications, the maximum 
size usually Is not substantially greater than that required to provide the desired activity 
30 and/or function(s) of the original sequence. A functional fragment can also relate to a 
subunit with similar function as said protein. Typically, the truncated amino acid 
sequence will range from about 5 to about 60 amino acids in length. More typically, 
however, the sequence will be a maximum of about 50 amino acids in length, 
preferably a maximum of about 60 amino acids. It is usually desirable to select 
35 sequences of at least about 1 0, 1 2 or 1 5 amino acids. 
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Functional fragments include those connprising an epitope which is specific or 
unique for the proteins according to the invention. Epitopes may be determined using, 
for example, peptide scanning techniques as described in Geysen et al. (1996). 
Preferred functional fragments have a length of at least, for example, 5, 10, 25, 50, 75, 
5 1 00, 1 25, 1 50, 1 75 or 200 amino acids. 

The polypeptides to be used according to this aspect of the invention from 
Saccharomyces cerevisiae, are represented by SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 
18, 20, 22, 24, 26, 28, 30, 32, 34. 36. 38, 40. 42. 44, 46. 48, 50, 52, 54, 56, 58, 60. 62, 
64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 

10 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 
142, 144. 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 
176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 
210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 
244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272. 274. 276. 

15 278, 280. 282, 284, 458, 460, 462, 464, 466, 468, 470, 472 and 474 . Also according to 
the invention is the use of the polypeptides from Candida albicans as represented by 
the SEQ ID NOs 286, 288, 290, 292, 294, 296. 298, 300, 302, 304, 306, 308, 310, 
312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 
346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 

20 380, 382, 384, 386, 388, 390, 392. 394. 396, 398, 400, 402, 404, 406, 408, 410, 412, 
414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446. 
448, 450, 452, 454, 456, 476, 478, 480. 482 and 484. 

The polypeptide or protein according to the invention may also include variants 
of any of the polypeptides of the invention as specified above having conservative 

25 amino acid changes. 

The nucleic acid molecules or the polypeptides of the invention may be 
provided in a pharmaceutically acceptable carrier, diluent or excipient therefor. 

The present invention also relates to a vaccine for immunizing a mammal 
against infections caused by yeast and fungi comprising at least one (recombinant) 

30 nucleic acid molecule or at least one (recombinant) polypeptide of the invention in a 
pharmaceutically acceptable carrier. 

Pharmaceutically acceptable carriers Include any carrier that does not itself 
induce the production of antibodies harmful to the individual receiving the composition. 
Suitable carriers are typically large, slowly metabolizing macromolecules such as 

35 proteins, polysaccharides, polylactic acids, polyglycolic acids, polymeric amino acids, 
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amino acid copolymers; and inactive virus particles. Such carriers are well known to 
those of ordinary sl<ill in the art. 

A "vaccine" is an immunogenic composition capable of eliciting protection 
against infections caused by yeast or fungi, whether partial or complete. A vaccine may 
5 also be useful for treatment of an individual, in which case it is called a therapeutic 
vaccine. 

Said vaccine compositions may include prophylactic as well as therapeutic 
vaccine compositions. 

The term "therapeutic" refers to a composition capable of treating infections 

1 0 caused by yeast or fungi. 

Some of the pathways leading to apoptosis are conserved between mammalian 
cells and yeast or fungi. Therefore, targets which are part of such a conserved pathway 
may be used to stimulate or inhibit the apoptosis in mammalian cells. E.g. stimulation 
of apoptosis is desirable in the treatment of tumor cells/tissues. 

15 According to another embodiment, the present invention provides a method of 

identifying compounds which selectively inhibit, induce or interfere with the 
expression/production of the polypeptides encoded by the nucleotide sequences of the 
invention, or compounds which selectively inhibit, activate or interfere with the 
functionality of polypeptides expressed from the nucleotide sequences according to the 

20 invention, or which selectively inhibit, induce or interfere with the metabolic pathways in 
which these polypeptides are involved. Compounds may carry agonistic or antagonistic 
properties. The compounds to be screened may be of extracellular, intracellular, 
biologic or chemical origin. 

Such a screening method may comprise the following steps (a) contacting a 

25 compound to be tested with cells having a mutation which results in overexpression or 
underexpression of at least one of the polypeptides as defined in claim 2, in addition to 
contacting wild type cells with said compound, (b) monitoring the growth, death rate or 
activity of said mutated cells compared to said wild type cells; wherein differential 
growth or activity of said mutated cells is indicative of selective action of said 

30 compound on a polypeptide in the same or a parallel pathway, (c) alternatively 
monitoring the growth, death rate or activity of said mutated cells compared to mutated 
cells which were not contacted with the compound to be tested, wherein differential 
growth or activity of said mutated yeast of fungi cells is indicative of selective action of 
said compound on a polypeptide in the same or a parallel pathway, (d) alternatively 

35 monitoring changes in morphologic and/or functional properties of components in said 
mutated cells caused by the addition of the compound to be tested. 
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The term "cells" as used above relates to any type of cells such as, but not 
limited to bacterial, yeast, fungal, plant or human cells. 

Compounds found using this approach may additionally be tested on their 
efficiency in killing or inhibiting the growth of wild type cells in order to confirm their 
5 utility as medicament for treating wild type pathogenic strains/tumor cells. 

According to the invention, the term "mutation" includes point mutations, 
deletions, insertions, duplications or any modification in the nucleic acid encoding said 
polypeptide, or at a different location in the genome of said cells, influencing the 
expression of said nucleic acid or polypeptide. In case point mutations occur, the 
10 number of nucleotides will be identical compared to the original sequence; only a 
change in nucleotide sequence can be obsen/ed. This stands in contrast with the other 
listed mutations where the number of the nucleotides will be different from the number 
observed in the wild type sequence and consequently will also reflect In a change of 
the nucleotide sequence. 

15 Changes in morphologic and/or functional properties of cell components which 

can be monitored include for example morphological and molecular changes such as 
abnormal cell morphology, nuclear fragmentation. DNA breakage or changes In the 
expression of certain enzymes such as caspases. as well as monitoring changes in 
membrane potential or activity of mitochondria and release of cytochrome c from 
20 mitochondria. All these changes can be monitored on the whole cell which is contacted 
to the compound to be tested. 

The invention also relates to a method of identifying compounds which 
selectively modulate expression or functionality of polypeptides involved in a pathway 
eventually leading to programmed cell death of yeast and fungi or in metabolic 
25 pathways in which said polypeptides are involved, which method comprises (a) 
contacting a compound to be tested with yeast or fungal cells transformed, transfected 
or infected with an expression vector comprising an antisense sequence of at least one 
of the nucleic acid sequences as defined in claim 1, which expression results in 
underexpression of said polypeptide, in addition to contacting one or more wild type 
cells with said compound, (b) monitoring the growth, death rate or activity of said 
transformed, transfected or infected cells compared to said wild type cells; wherein 
differential growth or activity of said transformed, transfected or infected yeast or fungal 
cells is indicative of selective action of said compound on a polypeptide in the same or 
a parallel pathway, (c) alternatively monitoring the growth, death rate or activity of said 
transformed, transfected or infected cells compared to transformed, transfected or 
infected cells which were not contacted with the compound to be tested, wherein 



30 



35 
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differential growth or activity of said mutated yeast or fungi cells is indicative of 
selective action of said compound on a polypeptide in the same or a parallel pathway, 
(d) alternatively monitoring changes in morphologic and/or functional properties of 
components in said transformed, transfected or infected ceils caused by the addition of 
5 the compound to be tested. 

Alternative methods for Identifying compounds which selectively modulate 
expression or functionality of polypeptides involved in a pathway eventually leading to 
programmed cell death of yeast or fungi or in metabolic pathways in which said 
compounds are involved, may comprise the use of any other method known in the art 

10 resulting in gene activation, gene inactivation, gene modulation or gene silencing. 

The invention also relates to a method of identifying compounds which 
selectively modulate expression of polypeptides which are involved in a pathway 
eventually leading to programmed cell death of yeast or fungi which method comprises 
(a) contacting host cells transformed, transfected or infected with an expression vector 

15 comprising a promoter sequence of a nucleic acid molecule as defined in claim 1 joined 
in frame with a reporter gene and (b) monitoring increased or decreased expression of 
said reporter gene caused by the addition of the compound being tested. This enables 
to analyse the influence of the compound onto all/most aspects of transcriptional 
activation. Alternatively additional tests can routinely be performed to test the influence 

20 of the compound onto mRNA stability, translation and protein stability. All these 
aspects influence the concentration of corresponding proteins and consequently 
influence the effect of these on the metabolism of the cell. 

The invention further relates to a method of identifying compounds which bind 
to or modulate the properties of polypeptides which are involved in a pathway 

25 eventually leading to programmed cell death of yeast or fungi, which method comprises 
(a) contacting a compound to be tested with at least one of the polypeptides as defined 
in claim 2, (b) detecting the complex fomned between the compound to be tested and 
said polypeptide, (c) alternatively, examining the diminution/increase of complex 
fomriation between said polypeptide and a receptor/binding partner, caused by the 

30 addition of the compound being tested, (c) alternatively, examining the alteration in the 
functional activity of the polypeptide, caused by the addition of the compound being 
tested. 

Detection of the complex formation can be performed using several 
approaches. Rrst, binding of a compound onto a polypeptide can be studied using 
35 classical binding tests: one of the binding partners, compound or polypeptide is labeled 
and interaction of both is measured. l\/Iost of these tests comprise following steps: 
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incubating both binding partners in conditions where binding is allowed, separation of 
free label from bound label present in the complex formed between both partners, and 
measuring the number of labeled complexes formed. Separation of free and bound 
label can be performed via filtration, centrifugation or other means as known by the 
5 person sl<illed in the art. Other techniques allow visualisation of complex formation 
without the need of such a separating step. For example, test systems using SPA 
(scincillation proximity assay) beads are based on the principle that radioactive can 
only be measured when present in scincillation fluid. SPA beads contain scincillation 
fluid and can be coated with one of the binding partners. When this bead is approached 

10 and binds the other binding partner which is radioactively labeled, a signal will be 
detected allowing the complex to be visualised. Binding of the radioactive compound 
onto the scincillation bead is needed in order to result in a detectable signal; non-bound 
radioactive partners that stay free into the solution will not result in a detectable signal. 
The protein or peptide fragments according to the invention employed in such a 

1 5 method may be for example in solution or coated on suspended beads as described 
above. Alternatively, these can be affixed to a solid support, borne on a cell or phage 
surface or located intracellularly. 

When protein or peptide fragments are coated on solid supports, they can be 
tested for their binding affinity for large numbers of compounds. These can be used in 

20 different Icinds of high throughput screenings in order to identify compounds having 
suitable binding affinity to the polypeptides according to the invention. Platfonn 
technologies or technologies based on SPR (see below) can be applied. 

One may measure for example, the formation of complexes between the 
proteins of the invention and the compound being tested. Alternatively, one may 

25 examine the diminution or increase of complex formation between the protein 
according to the invention and a receptor/binding partner caused by the compound 
being tested. 

Proteins which interact with the polypeptide of the invention may be identified 
by investigating protein-protein interactions using the two-hybrid vector system first 
30 proposed by Chien a/. (1991). 

This technique is based on functional reconstitution in vivo of a transcription 
factor which activates a reporter gene. More particularly the technique comprises 
providing an appropriate host cell with a DNA construct comprising a reporter gene 
under the control of a promoter regulated by a transcription factor having a DNA 
35 binding domain and an activating domain, expressing in the host cell a first hybrid DNA 
sequence encoding a first fusion of a fragment or all of a nucleic acid sequence 
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according to the invention and either said DNA binding domain or said activating 
domain of the transcription factor, expressing in the host at least one second hybrid 
DNA sequence, such as a library or the like, encoding putative binding proteins to be 
investigated together with the DNA binding or activating domain of the transcription 
5 factor which is not incorporated in the first fusion; detecting any binding of the proteins 
to be investigated with a protein according to the invention by detecting for the 
presence of any reporter gene product in the host cell; optionally isolating second 
hybrid DNA sequences encoding the binding protein. 

An example of such a technique utilizes the GAL4 protein in yeast. GAL4 is a 

1 0 transcriptional activator of galactose metabolism in yeast and has a separate domain 
for binding to activators upstream of the galactose metabolising genes as well as a 
protein-binding domain. Nucleotide vectors may be constructed, one of which 
comprises the nucleotide residues encoding the DNA binding domain of GAL4. These 
binding domain residues may be fused to a known protein encoding sequence, such as 

1 5 for example the nucleic acids according to the invention. The other vector comprises 
the residues encoding the protein-binding domain of GAL4. These residues are fused 
to residues encoding a test protein. Any interaction between polypeptides encoded by 
the nucleic acid according to the invention and the protein to be tested leads to 
transcriptional activation of a reporter molecule in a GAL-4 transcription deficient yeast 

20 cell into which the vectors have been transformed. Preferably, a reporter molecule such 
as R-galactosidase is activated upon restoration of transcription of the yeast galactose 
metabolism genes. Alternatively, other reporter proteins can be used such as EGFP 
(enhanced green fluorescent protein), or hEGFP. This latter has a decreased lifetime 
enabling the system to screen for compounds improving the interaction of studied 

25 binding partners. 

The two-hybrid approach was first developed for yeast, and is an ideal 
screening system when looking for compounds active in killing yeast or fungi. Indeed, 
proteins expressed in this system will most probably carry the correct modifications as 
found in the pathogenic yeast strains. In addition, compounds active in this test system 

30 allow to screen and select compounds which are able to enter the cell, this selection is 
not possible when using in vitro test systems. When compounds are needed to target 
mammalian cells, modification of the studied proteins can be different, changing the 
structure of corresponding proteins. Moreover working with yeast might block certain 
compounds to enter the cell, which are nprmally able to traverse the mammalian cell 

35 membrane. Consequently, working with mammalian two-hybrid system for this purpose 
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will give already an immediate selection of the compounds that may enter mammalian 
cells. 

Alternative in vitro methods can be used to investigate protein - protein 
interactions. Protein interaction analysis in vitro can shed light on their role in the intact 
5 cell by providing valuable information on specificity, affinity, and structure-function 
relation ship. Significant process in this respect has become with the advent, in the last 
few years, of commercially available biosensor technology. This allows to study 
macromoiecular interactions in real-time, providing a wealth of high-quality data that 
can be used for kinetic analysis, affinity measurements, competition studies, etc. A 

10 major advantage of biosensor analysis is that there is no requirement for labeling one 
of the interacting components and then separating bound from free molecules- a fact 
that simplifies experimental procedures and provides more accurate measurements. 
The principle of surface plasmon resonance (SPR) is based on the detection of a 
change of the refractive index of the medium when a compound or protein binds to an 

15 immobilised partner molecule. For the SPR technology, one needs to load one of the 
interacting partners to the chip surface, followed by the superfusion of the second 
binding partner or more molecules. The second partner can be available as purified 
product, but alternatively a complex suspension containing this partner can also be 
used. Interaction of two or more compounds can be analysed, alternatively, 

20 compounds can be identified interfering or increasing this binding affinity towards each 
other. 

SPR is not restricted to protein-protein interactions; any macromole'cule with a 
suitable size will change the refractive index of the medium in contact with the 
biosensor surface and therefore give a signal. Studies have been done with protein- 

25 DNA interactions, as well as protein-lipid interactions. Moreover intact viruses, abd 
even cells, can also be injected over the biosensor surface, in order to analyse their 
binding to receptors, lectins, and so on. 

Altemativeiy, NMR is also an excellent tool for a detailed study of protein- 
protein or DNA-protein interactions. Isotope edited or isotope filtered experiments 

30 whereby one compound is isotopically labeled with 15N or 13C are an ideal way to 
study these complexes. This method does not allow high throughput analysis of 
compounds Interfering or enhancing molecular interactions. Nevertheless, medium or 
low throughput systems can be used to confirm results obtained by the high throughout 
assays or in cases where none of the binding partners are labeled. Other techniques 

35 which can be used to study interactions are: overlay, ligand blotting, band-shift, co- 
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immuno-precipitation, size exclusion chromatography and microcalorimetry (In. "Protein 
trageting Protocols" Ed. Clegg R.A. Humana Press, Totowa, New Yersey). 

Compounds modulating pathways leading to apoptosis may change the activity 
of the polypeptide of the invention. Therefore screening tests may be setup lool<ing for 
5 altered protein activity of the polypeptide of the invention. Based on the amino acid 
sequence a possible function of the polypeptide might be envisaged; activities can be 
confirmed and corresponding activity test can be started. 

Alternatively additional tests can be performed to test the influence of the 
compound onto protein stability, post-translational modification, precursor processing 

10 and protein translocation. All these aspects influence the concentration and/or activity 
of corresponding proteins and consequenly influence the effect of these onto the 
metabolism of the cell. Also here, medium or low throughput systems can be used to 
confirm results obtained by the high throughout assays. 

In cases compounds need to be found to target tumor cells, screening assays 

15 will have to be used focused on the stimulation of the apoptotic pathway. This invention 
therefore also relates to in vitro and in vivo model systems comprising tumor tissue or 
cells expressing the polypeptides according to the invention which can be used to 
screen for therapeutic agents. In vivo modelsystems allow to test for compound 
efflcacity but also the toxicity of these compounds can be tested. The compounds 

20 Identified using any of the methods described in the invention not only include 
compounds which exert their effect in promoting cell death of yeast and fungi, but also 
include compounds which prevent or delay cell death. The latter compounds can be 
used to prevent or delay apoptosis of endogenic yeast or fungi in humans and other 
mammals which may be caused by pathogens or toxic environmental components. 

25 According to a preferred aspect of the invention, the yeast or fungi according to 

any of the methods described, are chosen from Saccharomyces cerevisiae, 
Schizosaccharomyces pombe, Candida albicans, or Aspergillus fumigatus. 

The invention also relates to a compound identified using any of the methods of 
the invention. 

30 Compounds identifiable or identified using a method according to the invention, 

may advantageously be used as a medicament. The invention also relates to a method 
for treating diseases associated with yeast or fungi comprising admixing a compound 
obtainable by a method of the invention with a suitable pharmaceutically acceptable 
carrier. 

35 The compounds of the invention can be used for the preparation of a 

medicament to treat diseases or conditions associated with yeast and fungi infections. 
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for instance Candida spp., Aspergillus spp., Microsporum spp., Trichophyton spp., 
Fusarium spp., Zygomycetes spp., Botritis, spp., Cladosporium spp., Malassezia spp., 
Epidermophyton floccosum, Blastomyces dermatitidis, Coccidioides immitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus neoformans, 
5 and Sporof/jr/xscrtenc/w/ infections. 

These compounds may also advantageously be included in a pharmaceutical 
composition together with a pharmacsutically acceptable carrier, diluent or excipient 
therefor. 

A medicament according to the invention not only relates to fungistatic 
10 compounds for treating humans or mammals but also relates to fungicides for treating 
plants. 

The invention also relates to genetically modified yeast or fungi in which 
modification results in the overexpression or underexpression of at least one of the 
nucleic acids or polypeptides of the invention, which overexpression or 

15 underexpression of said nucleic acid or polypeptide prevents or delays apoptosis of 
said genetically modified yeast or fungi. These genetically modified organisms may 
have a positive effect on the endogenic flora of humans and other mammals. The 
genetically modified yeast or fungi can be included in a pharmaceutical composition or 
can be used for the preparation of a medicament for prophylactic or therapeutic use. 

20 Also according to the invention is the use of a compound obtainable by a 

method of the invention for the preparation of a medicament for modifying the 
endogenic flora of humans and other mammals. 

According to another embodiment, the invention also relates to an isolated 
protein which is involved in a pathway for programmed cell death of yeast or fungi 

25 selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 
286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 
322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 
362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 

30 398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 

436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 476, 478, 480, 482, or 484 or 
encoding a functional equivalent, derivative or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, 
preferably more than 75% or 80% similar, more preferably more than 85%, 90 or 

35 95% similar and most preferably more than 90% similar to any of the amino acid 

sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 
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306, 308, 310, 312, 316, 318, 320. 322, 324, 326, 328, 330, 332, 338, 342, 344, 
346, 348, 352, 354, 356, 358, 360. 362, 364. 366, 368, 370, 372, 374, 376, 380, 
382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 
422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446. 448, 450, 452 
5 454, 476, 478, 480, 482, or 484; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%, 90% 
or 95% identical and most preferably more than 97% identical to any of the amino 
acid sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 
10 304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 

344. 346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368. 370, 372, 374, 376, 
380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 
418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 
452, 454, 476, 478, 480, 482, or 484; and, 
15 (d) a functional fragment of any of said proteins as defined in a) to c). 

According to the invention, the polypeptides as defined above may be used as 
a medicament. 

Also encompassed within the present invention are antibodies, monoclonal or 
polyclonal, capable of specifically binding to one or more epitopes of the proteins of the 

20 invention. The term "specific binding" implies that there is substantially no cross- 
reaction of the antibody with other proteins. 

The antibodies according to the invention may be produced according to 
techniques which are known to those skilled in the art. Monoclonal antibodies may be 
prepared using conventional hybridoma technology as described by Kohler and 

25 Milstein (1979). Polyclonal antibodies may also be prepared using conventional 
technology well known to those skilled in the art. and which comprises inoculating a 
host animal, such as a mouse, with a protein or epitope according to the invention and 
recovering the immune serum. The present invention also includes fragments of whole 
antibodies which maintain their binding activity, such as for example, Fv, F(ab') and 

30 F(ab')2 fragments as well as single chain antibodies. 

Antibodies according to the invention may also be used in a method of 
detecting the presence of a polypeptide according to the invention, which method 
comprises reacting the antibody with a sample and identifying any protein bound to 
said antibody. A kit may also be provided for performing said method which comprises 

35 an antibody according to the invention and means for reacting the antibody with said 
sample. 
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The antibodies according to the invention may be used as a medicament or 
may be comprised in a pharmaceutical composition. According to a more specific 
embodiment, the antibodies may be used in the preparation of a medicament for 
treating diseases associated with yeast and fungi such as, but not restricted to, 
5 Candida albicans, Aspergillus spp., Fusarium spp., Botritis, spp., Cladosporium spp. 

The invention also relates to a method of preventing infection with yeast or 
fungi, comprising administering a composition containing at least one polypeptide of 
the invention to a mammal in effective amount to stimulate the production of protective 
antibody or protective T-cell response. 
10 According to another embodiment, the invention relates to a genetically 

modified mammalian cell or non-human organism in which modification results in the 
overexpression or underexpression of at least one of the nucleic acids of the Invention 
or a human homologue thereof or at least one of the polypeptides of the invention or a 
human homologue thereof, which overexpression or underexpression of said nucleic 
15 acid or polypeptide prevents or delays apoptosis of said genetically modified 
mammalian cell or in said genetically modified non-human organism. 

Human homologues according to the invention can be obtained by selective 
hybridisation of the yeast and Candida nucleic acid molecules of the invention against 
human genome or cDNA libraries according to methods well known in the art 
20 (Sambrook et al., 1989). Human polypeptide homologues are obtained from the 
corresponding human nucleic acid homologous nucleotide sequences. 

The invention also relates to a method for identifying compounds for stimulating 
or inhibiting apoptosis comprising the use of at least one of the nucleic acid sequences 
of the invention or a human homologue thereof and/or at least one of the polypeptides 
25 of the invention or a human homologue thereof and/or a genetically modified 
mammalian cell or non-human organism as described in the invention. 

The invention further relates to the compounds identifiable according to the 
above-described method and its use as a medicament. 

The invention further relates to a method for preparing a pharmaceutical 
30 composition for treating proliferative disorders or for preventing apoptosis in certain 
diseases comprising admixing a compound according to claim 40 or 41 with a suitable 
pharmaceutically acceptable carrier. 

The expression "proliferative disorders" or "proliferative diseases" refers to an 
abnormality within a patient or animal such as cancer. Normal cells start to proliferate 
35 due to a change in the coding or non-coding sequence of the DNA resulting in a 
swollen or distended tissue. Mutation may arise without obvious cause. An abnormal 
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benign or malignant mass of tissue is formed that is not inflammatory. Cells of pre- 
existent tissue start to divide unexpectedly and resulting cell mass possesses no 
physiologic function. 

The expression "apoptosis" or "apoptosis-related diseases" includes diseases 
5 such as autoimmunity diseases, ischemia, diseases related with viral infections or 
neurodegeneratlons. 

The invention also relates to the use of compounds obtainable by the above 
described methods for the preparation of a medicament for treating proliferative 
disorders or for preventing apoptosis in certain disorders. 
1 0 According to another embodiment, the invention relates to the use of a nucleic 

acid molecule or a polypeptide described in the invention or human homologues 
thereof for treating proliferative disorders or for the prevention of apoptosis in certain 
diseases. 

The invention also relates to a pharmaceutical composition for use as a 
15 medicament for treating proliferative disorders or for the prevention of apoptosis in 
certain diseases comprising a nucleic acid molecule of the invention or a human 
homologue thereof or a polypeptide of the invention or a human homologue thereof 
together with a pharmaceutlcally acceptable carrier diluent or excipient therefor. 

The invention also relates to a vaccine for immunizing mammals against 
20 proliferative disorders or for preventing apoptosis in certain diseases comprising least 
one nucleic acid molecule of the invention or a human homologue thereof or at least 
one polypeptide of the invention or a human analogue thereof in a pharmaceutlcally 
acceptable carrier. 

The invention also relates to the use of an antibody of the invention capable of 
25 binding to at least one of the polypeptides of the invention or a human homologue 
thereof for the preparation of a medicament for treating proliferative disorders or for the 
prevention of apoptosis in certain diseases. 

According to yet another embodiment, the invention relates to an expression 
vector comprising a human homologue of a nucleic acid sequence of the invention. 
30 Said expression vector may comprise an inducible promoter and may further comprise 
a sequence encoding a reporter molecule. 

The Invention also relates to a host cell transformed, transfected or infected with 
any of the above described vectors. 

According to another embodiment the invention relates to a nucleic acid 
35 molecule comprising a human homologue of at least one of the nucleic acid sequences 
described in the invention. 
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The invention also relates to an antisense molecule comprising a nucleic acid 
sequence capable of selectively hybridising to a nucleic acid molecule which is a 
human analogue of the invention. 
5 The invention also relates to a polypeptide encoded by the nucleic acid 

molecule comprising said human homologues of the nucleic acids described in the 
invention. 

The invention, now being generally described, may be more clearly understood 
by reference to the following examples, which are included merely for purposes of 
10 illustration of certain aspects and embodiments of the present invention and are not 
intended to limit the invention. The contents of all references referred to in this text are 
hereby incorporated by reference. 



wo 01/02550 



PCT/BEOO/00077 



27 

FIGURE AND TABLE LEGENDS 
Figure 1. Saccharomyces cerevisiae sequences based on information obtained from 

the Saccharomyces Genome Database (SGD) (SEQ ID Nos 1 to 284) 
Figure 2. Candida albicans sequences (SEQ ID Nos 285 to 456). 
5 Figure 3 . Yeast genome macroarray containing a total of 6144 gene ORFs spotted 
on 2 nylon membrane filters. The filters are cut in the upper right corner for 
orientation and the DNA is on the labelled side of the filter. Each filter 
contains 2 fields and each field is divided into 8 grids, organised in 24 rows 
and 8 columns. 

1 0 The spots represent the genome wide expression profile without (A) and 

with (B) Sax modulated expression (Example 2). 
Figure 4. Results from a second experiment analogous and analysed as described in 
the examples section (Example 3). 



15 Table 1. Genes modulated by Sax expression in S. cerevisiae. This list includes all 
the genes for which mRNA levels changed more than fivefold in a first 
experiment (see Example 2). The factor by which the transcript level was 
affected, is expressed as the Qt value. A Qt value higher than 1 
indicates upregulation wliile a Qt value lower than 1 indicates a 

20 downregulation.For instance, a Qt of 0.5 indicates a two-fold lower 

transcript level of a particular mRNA due to Sax expression in S. 
cerevisiae. Upregulation or downregulation of a specific mRNA is stated 
when Qt had a value of at least five or at most 0,21 , respectively. 



25 Table 2. Genes modulated by Bax expression in S. cerevisiae. This list 
includes all the genes for which mRNA levels changed significantly in 
a second experiment (see Example 3). In this experiment, the Qt 
values were calculated using the Pathways Software (Research 
Genetics). 
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EXAMPLES 

Example 1 . Differential gene expression analysis upon Bax-induced cell death 
Materials and media 

Bacterial strain Escherichia coli MC1061 (Casadaban and Cohen, 1980) was 
used for the construction and the amplification of plasmids. Yeast strains were grown 
under normal conditions on standard media (Sherman et al., 1979). The 
Saccharomyces cereviseae strain INVScI (Invitrogen®) was transformed by means of 
the lithium acetate method (SchiestI and Gietz, 1989) with YIpUTyL or.YlpUTYLMuBax, 
after linearisation in the Ty 8 element (Zhu, 1986). 



Cloning of mouse BAX cDNA 

Mouse SaxcDNA, encoding the mouse Bax-a protein, was cloned by Pfu DNA 
polymerase (Stratagene®) chain reaction amplification (PGR) from an EL4/13.18 
thymoma cDNA library (BCCM^'^/LMBP-LIB15) by making use of the primers: 
15 5'-ATGGACGGGTCCGGGAGCAG-3' and 

5'-TCAGCCCATGTTCTTCCAGATGGTGAG-3'. 

The resulting PGR product was cloned in a H/ncll-openend pUC19 according to 
standard procedures (Sambroolt J. et al., 1 989). 

20 Plasmid constructions 

The 2\i ori and the URA3 marlcer gene were removed from pUT332 (Gatignol et 
al., 1990) by successive digestions with Cla\ and Bgl\\. A eamHI-H/ndlll GAL1 
promoter fragment was ligated into the Sg/ll-H//7dlll-opened plasmid._A Xba\-Fsp\ FLP 
terminator fragment was inserted into this X£ial-H/ndlll(blunted)-opened plasmid so that 
25 the plasmid YIpUT was obtained. Insertion of a blunted EcoRI-esaAl Ty 6 element In 
the /<p/7l->\afll-opened and blunted YIpUT resulted in the plasmid YIpUTy. Subsequent 
insertion of the LEU2 marker gene, as a blunted esaAI-SsKal fragment, in the BamH\- 
openend and blunted YIpUTy resulted in the plasmid YIpUTyL. 

Mouse Bax cDNA was excised from pUG19 by digestion with Xba\ and H/ndlll 
30 and subcloned into the ;Obal-H/ndlll-opened plasmid YIpUTyL, obtaining the final 
expression plasmid YIpUTyLMuBax. 

The plasmid YIpUTyLMuBax has been deposited in the BCGM™/LMBP culture 
collection as pSCTyGALmBax with accession number 3871 under restricted use. 
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GeneFilters 

The Yeast GeneFilters^" were purchased from Research Genetics Inc. 
(Huntsville, AL, USA). 

The Yeast GeneFilters™ are hybridization ready nylon membranes containing a 
5 total of 6144 gene ORFs (Open Reading Frames) individually amplified by PGR and 
spotted on 2 nylon membrane filters (Filter I and II). The filters are cut in the upper right 
corner and the DNA is on the labeled side of the filter. 

Filter I contains 3072 ORFs organized into two fields (fields 1 and 2). Each field 
contains 1536 ORFs divided into 8 grids (A, B, C, D, E, F, G and H). The grids are 
10 organized in 24 rows and 8 columns. 

Filter II contains 3072 ORFs organized in two fields (field 3 and 4). Fields 3 and 
4 are organized in the same way as fields 1 and 2. 

The Yeast ORF target 

15 The yeast filters consist of over 6000 PGR products corresponding to 6144 

yeast ORFs derived from the SGD. The PGR reactions used ORF specific primer pairs 
designed to amplify the entire open reading frame. The primers were generated from 
unique sequences containing the start codon ATG and termination codon (kindly 
provided by M. Cherry at Stanford Genome Center). Thus the PGR product contains 

20 the complete open reading frame including the start and stop codons. These products 
were purified and resuspended at 50 nanograms per microliter in a colored solution to 
allow the printing to be monitored. A robotic device was used to spot approximately 
1/10 of a microliter of the denatured PGR product solution on a positively charged 
nylon membrane. The DNA was then UV cross-linked to the membrane. ^ 

25 

Results 

Induction of Bax-expression in yeast cells 

S. cerevsiae cells (strain INVScI) were transformed with the expression 
30 plasmid YIpUTyLMuBax or the parental plasmid YIpUTyL as a negative control. 
Alternative yeast strains (such as W303-1A (Thomas and Rothstein, 1989)) with 
equivalent properties are known in the art and can also be used. 

The Ty 8 element of both plasmids allowed a stable multi-copy integration in the 
genome of the yeast cell. Southern analysis of the cells containing YIpUTyLMuBax 
35 revealed the integration of 5 GAL1 -controlled Bax-cassettes near Ty elements. 
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The yeast cells containing YIpUTyLMuBax and the yeast cells containing 
YIpUTyL were grown overnight in in 10 ml minimal glucose-containing medium. The 
precultures were then further diluted to an ODeoo of 0,2 in 100 ml minimal glucose- 
containing medium and grown until an ODeoo of 1 was reached. Subsequently, the 
5 yeast cells containing YIpUTyL were washed and a dilution thereof was transferred into 
100 ml galactose-containing medium and incubated for 15 hours. After this additional 
period the cultures reached an ODgoo of 1 . The yeast cells containing YIpUTyLMuBax 
were also washed and transferred into 100 ml galactose-containing medium and 
incubated for 15 hours. 

10 

RNA isolation 

Total RNA was isolated using RNApure™ Reagent (Genhunter Corporation 
Nashville, TN, USA) according to the GenHunter protocol. 1.5 10® cells were 

15 concentrated in a microcentrifuge tube and 1ml RNApure™ Reagent was added 
together with 1 g of glass pearls. The yeast cells were broken by thorough mixing 
during five 2-minutes periods, and placed on ice in-between to avoid RNA digestion. 
Chloroform (150 was added to the lysate and centrifuged for 10 min at 4°C and at 
15000 rpm. The supernatant was transferred to a new tube and the RNA was 

20 precipitated with an equal volume of isopropanol. After 10 min incubation on ice, the 
RNA was pelleted by centrifugation and the pellet was washed with 70% ice-cold 
ethanol. The dried RNA pellet was resuspended in 50 \il RNAse free dHzO. 

First strand cDNA synttiesis in the presence of a-^P dCTP 

25 Probes with high specific activity were prepared by first strand cDNA synthesis 

using total RNA isolated from INVSd YIpUTyLMuBax or INVScI YIpUTyL yeast cells 
and incorporation of a-^^P dCTP as follows: 2 pi (1 pg/ml) of Oligo dT was added to 20 
pg of total RNA in a maximal volume of 8 pi RNase-free 6H2O and incubated at 70°C 
for 10 min. After cooling down on ice for 1 min, the following components were added: 

30 6 pi 5x concentrated First Strand Buffer (GIBCO-BRL) 

IplO.IMDTT 

1 pi RNase Block (40 units/pl) (Stratagene) 
1 ,5 pi 20 mM dXTP-solution (X = A, G and T) (Pharmacia) 
1,5 pi Superscript™ Reverse Transcriptase (200 units/pl) (GIBCO-BRL) 
35 1 0 pi a-^^P dCTP (10mCi/ml, 3000 Ci/mmol) (Amersham) 
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and incubated for 2 h at SZ^C during which first strand cDNA synthesis took 

place. 

Unincorporated label was separated from the probe on a Sephadex G-SO column 
(Pharmacia). The radioactivity incorporated in the probe was measured by liquid 
5 scintillation. The specific activity of the probes was 3 or 5 10» cpm/pg for both the 
INVScI YIpUTyL and the INVSd YIpUTyLMuBax probe. 

Additionally, the length of first strand cDNA probes was controlled on an 
alkaline 2% agarose gel using standard electrophoresis techniques, and resulted in the 
detection, via stimulated phosphorescence autoradiography, of the bulk of the 
1 0 fragments around 500 bp. 



0 



Hybridisation with the S. cerevislae Yeast GeneFilters™ and signal detection 

The Yeast GeneFilters™ were successively hybridised with the a-^P dCTP 
labelled cDNA probes using the MicroHyb™ solution provided by the manufacturer 
(Research Genetics Inc., Huntsville. AL. USA). This solution was applied as well in the 
prehybridisation step as during hybridisation. The MicroHyb solution contains 
formamide to allow hybridisation to occur at lower temperatures. 

The hybridisation experiment was performed essentially as follows: during 
prehybridisation, the Yeast GeneFilters™ were placed in a hybridisation flask (35x250 
mm) filled with 5 orio ml MicroHyb™ solution (42-'C) containing 5 pi polydA (0.5 or 1 
pg/ml) and incubated for 24 hours at 42"C whilst rotating (10 rpm). After disposal of the 
prehybridisation solution, the denatured (3 min at 100°C) cDNA was added in 5 ml 
prewarmed MicroHyb solution and again incubated overnight at 42°C whilst rotating. 
Following two wash steps of 20 min in wash buffer (2x SSC. 1% SDS) at 50''C. a third 
wash step was performed in a second wash buffer (0,5x SSC, 1% SDS) for an 
additional 15 min at room temperature. The Yeast GeneFilters™ were placed in a 
Phosphorlmager™ cassette with storage phosphorscreen. After 4 days of development 
the screen was developed and scanned using the Phosphorlmager™ 455 SI from 
Molecular Dynamics. The results of these can be seen in Figure 3. 

In-between the hybridisation experiments, the filters were stripped off by 
incubation in 500 ml of a 0.5% SDS solution (prewarmed to near boiling temperature) 
during at least 1 hour at room temperature. 



Example 2. Quantification of Hybridisation Signals 
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Quantification of the hybridisation signals was done using the ImageQuant™ 
4.1 software tool from Molecular Dynamics (Sunnyvale, CA). The quantification was 
performed per grid of the Yeast GeneFilters™, and by drawing a roster of 24 columns 
and 8 rows onto each grid of each filter. As such, each rectangle of the roster 
5 corresponds to a spot on the Yeast GeneFilters™. Subsequently, from each grid a 
volume-report (quantification) was drawn up and the data were transferred to a 
Microsoft™ Excel sheet. Also for each grid a correction factor was calculated. Signals 
neighboring big and dark spots were separately quantified. For each grid, a 
background level was calculated. 

10 

Statistical processing of quantification results 

The statistical processing of the results was accomplished in Microsoft^'*' Excel. 
For each grid, the following statistical functions were separately defined: 

1 . The frequency of occurrence of the values in a precisely defined intensity 
15 range(data range), established between 1 000 and 61000, split up in intervals of 5000. 

2. The frequency in terms of percentage. 

3. The cumulated frequency in terms of percentage. 

These numeric values were used for the graphical display of the cumulated 
frequency in terms of percentage. 
^ 20 Subsequently, the results of the two experiments (hybridization with cDNA from 

YIpUTyL containing INVScI cells and hybridization with cDNA from YIpUTyLMuBax 
containing INVScI cells) were integrated by determination of a second range of 
statistical functions: 

1 . The average of the values of the two experiments for each spot on the filter. 
25 2. The standard deviation on this average. This is a measure for the 

distribution of the values around this average. 
3. The standard deviation in terms of percentage. 

The quotient of the values of the second experiment (Bax expression) against 
the values from the first experiment (control) was determined. This immediately ave the 
30 factor by which the expression of a specific gene is changed upon Bax induction. 

In order to process all these data and to be able to discriminate between 
differences in gene expression, a gene showing a standard deviation in terms of 
percentage of at least 90% and a difference of a factor 5 in expression as a result of 
Bax induction, was identified as a differentially expressed candidate gene. (Table 1). 
35 Requantification of these candidates confirmed their selection. 
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When the expression pattern of all 6144 genes Is compared In the two 
experiments, it could be concluded that the expression profile of 142 genes (this is 2,3 
%) has been changed with at least of factor 5. An overview of these genes as well as 
the factors with which they are up- or down-regulated is shown in Table 1 . The 
5 sequences of these genes and the amino acid sequences which they encode are 
shown in Figure 1 . 

Example 3 . Quantification of Hybridisation Signals using tlie Pathways™ 
software 

10 Quantification of the hybridisation signals was done using the Pathways ™ 

Software (Research Genetics) and these signals were normalised against all data 
points. Comparison of these normalised data revealed differentially expressed 
candidate genes. Visual inspection of the hybridisation spots confirmed their selection. 
An overview of these genes as well as the factors with which they are up- or down- 

1 5 regulated is shown in Table 2. 

Surprisingly, using this Software package for analysing the results in this 
example and when compared to the results of example 2, some additional genes were 
found which expression are up-or down-regulated upon Bax expression in S. 
cerevisiae. 

20 The sequences of up- and down regulated genes and the corresponding amino 

acid sequences from Examples 2 and 3 are shown in Figure 1 . 

Example 4 Search for homologues in Candida albicans 

Sequence similarity searches against public and commercial sequence 

25 databases were performed with the BU\ST software package (Altschul et al., 1990) 
version 2. Both the original nucleotide sequence and the six-frame conceptual 
translations were used as query sequences. The used public databases were the 
EMBL nucleotide sequence database (Stoesser etal.. 1998), the SWISS-PROT protein 
sequence database and Its supplement TrEMBL (Balroch and Apweiier, 1 998), and the 

30 ALCES Candida albicans sequence database (Stanford University, University of 
MInesota). The commercial sequence database used was the PathoSeq™ microbial 
genomic database (Incyte Pharmaceuticals Inc., Palo Alto, CA. USA). 

Sequence similarity searches were performed using the BLAST software 
package version 2. The identity between 2 sequences was calculated as percentage 

35 identical residues, the similarity percentage between two sequences was calculated 
using BLOSUM62 as a scoring matrix. 



wo 01/02550 



PCT/BEOO/00077 



34 

Example 5 . Screening for compounds modulating expression of polypeptides 
involved in induction of cell death of C. albicans 

The method proposed is based on observations (Sandbaken et ai, 1990; 
5 Hinnebusch and Liebman 1991; Ribogene PCT WO 95/11969, 1995) suggesting that 
underexpression or overexpression of any component of a process (e.g. translation) 
could lead to altered sensitivity to an inhibitor of a relevant step in that process. Such 
an inhibitor should be more potent against a cell limited by a deficiency in the 
macromolecule catalyzing that step and/or less potent macromolecule, as compared to 
10 the wild type (WT) cell. 

Mutant yeast strains, for example, have shown that some steps of translation 
are sensitive to the stoichiometry of macromolecules involved. (Sandbaken et ai, 
1990). Such strains are more sensitive to compounds which specifically perturb 
translation (by acting on a component that participates in translation) but are equally 
15 sensitive to compounds with other mechanisms of action. 

This method thus not only provides a means to identify whether a test 
compound perturbs a certain process but also an indication of the site at which it exerts 
its effect. The component which is present in altered form or amount in a cell whose 
growth is affected by a test compound is potentially the site of action of the test 
20 compound. 

The assay to be set up involves measurement of growth or death rate of an 
isogenic strain which has been modified Only in a certain specific allele, relative to a 
wild type (WT) Candida albicans strain, in the presence of R-compounds. Strains can 
be ones in which the expression of a specific protein is impaired upon induction of anti- 
25 sense or strains which carry disruptions in an essential gene. An in silica approach to 
find novel genes in Candida albicans will be performed. A number of essential genes 
identified in this way will be disrupted (in one allele) and the resulting strains can be 
used for comparative growth and/or death rate screening. 

30 Example 6 . Assay for High Throughput screening for drugs 

35 pi minimal medium (S medium + 2% galactose + 2% maltose) is transferred 
in a transparent flat-bottomed 96 well plate (MW96) using an automated pipetting 
system (Multidrop, Labsystems). A 96-channel pipettor (Hydra, Robbins Scientific) 
transfers 2.5 pi of R-compound at 10"^ M in DMSO from a stock plate into the assay 
35 plate. 
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The selected Candida albicans strains (mutant and parent (CAI-4) strain) are 
stored as glycerol stocks (1 5%) at -70°C. The strains are streaked out on selective 
plates (SD medium) and incubated for two days at 30°C. For the parent strain, CAI-4, 
the medium is always supplemented with 20 pg/ml uridine. A single colony is scooped 
5 up and resuspended in 1 ml minimal medium (S medium + 2% galactose + 2% 
maltose). Cells are incubated at 30°C for 8 hours while shaking at 250 rpm. A 10 ml 
culture is inoculated at 250.000 cells/ml. Cultures are incubated at 30°C for 24 hours 
while shaking at 250 rpm. Cells are counted in Coulter counter and the final culture (S 
medium + 2% galactose + 2% maltose) is inoculated at 20.000 to 50.000 cells/ml. 
10 Cultures are grown at 30°C while shaking at 250 rpm until a final ODeoo of 0.24 (+/- 
0.04) is reached. 

200 |jl of this yeast suspension is added to all wells of MW96 plates containing 
R-compounds in a 450 pi total volume. MW96 plates are incubated (static) at SO'C for 
48 hours. 

1 5 Optical densities are measured after 48 hours. 

Test growth is expressed as a percentage of positive control growth for both 
mutant (x) and wild type (y) strains. The ratio (x/y) of these derived variables is 
calculated. 
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Table 1. 



ORF 


Qt 


Sequence ID Number 


YAR061W 


7.80 


SEQ ID NO 1 


YAR073W 


11.19 


SEQ ID NO 3 


YBL048W 


5.07 


SEQ ID NO 5 


YBL051C 


5.22 


SEQ ID NO 7 


YBL066C 


6.04 


SEQ ID NO 9 


YBL078C 


6.94 


SEQ ID NO 11 


YBR072W 


26.56 


SEQ ID NO 13 


YBR073W 


5.46 


SEQ ID NO 15 


YBR086C 


7.14 


SEQ ID NO 17 


YBR093C 


11.05 


SEQ ID NO 19 


YBR181C 


0.15 


SEQ ID NO 21 


YCL007C 


20.99 


SEQ ID NO 23 


YCL016C 


23767.57 , 


SEQ ID NO 25 


YCR052W 


10.51 


SEQ ID NO 27 


YCR064C 


14.91 


SEQ ID NO 29 


YCR073WA 


5.92 


SEQ ID NO 31 


YDL010W 


5.31 


SEQ ID NO 33 


YDL036C 


5.34 


SEQ ID NO 35 


YDL083C 


0.16 


SEQ ID NO 37 


YDL125C 


6.80 


SEQ ID NO 39 


YDL133CA 


0.21 


SEQ ID NO 41 


YDL136W 


0.20 


SEQ ID NO 43 


YDL167C 


6.37 


SEQ ID NO 45 


YDL184C 


0.21 


SEQ ID NO 47 


YDL191W 


0.17 


SEQ ID NO 49 


YDR103W 


6.26 


SEQ ID NO 51 


YDR238C 


5.75 


SEQ ID NO 53 


YDR259C 


9.68 


SEQ ID NO 55 


YDR294C 


8.38 


SEQ ID NO 57 


YDR430C 


5.66 


SEQ ID NO 59 


YDR438W 


6.47 


SEQ ID NO 61 


YDR450W 


0.16 


SEQ ID NO 63 


YDR471W 


0.11 


SEQ ID NO 65 


YDR486C 


5.27 


SEQ ID NO 67 


YDR499W 


6.14 


SEQ ID NO 69 


YDR507C 


6.34 


SEQ ID NO 71 


YDR515W 


5.42 


SEQ ID NO 73 


YDR518W 


6.15 


SEQ ID NO 75 


YDR519W 


5.57 


SEQ ID NO 77 


YER102W 


0.19 


SEQ ID NO 79 


YER153C 


5.63 


SEQ ID NO 83 


YFL014W 


41.08 


SEQ ID NO 85 


YFL015C 


5.62 


SEQ ID NO 87 


YFR022W 


9.44 


SEQ ID NO 89 


YGL011C 


6.14 


SEQ ID NO 91 


YGL031C 


0.11 


SEQ ID NO 93 


YGL032C 


0.14 


SEQ ID NO 95 


YGL043W 


10.74 


SEQ ID NO 97 


YGL102C 


0.15 


SEQ ID NO 99 


YGL103W 


0.17 


SEQ ID NO 101 


YGL130W 


8.35 


SEQ ID NO 103 
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YGL147C 


0.08 


YGL213C 


6.02 


YGL235W 


6.23 


YGL260W 


6.61 


YGR085C 


0.16 


YGR118W 


0.17 


YGR142W 


8.91 


YGR236C 


12.72 


YGR277C 


6.27 


YGR284C 


5.95 


YGR285C 


5.84 


YHR010W 


0.20 


YHR021C 


0.16 


YHR141C 


0.10 


YHR217C 


7.6 


YIL112W 


11.15 


YIL115C 


7.67 


YIL148W 


0.13 


YIL150C 


6.83 


YIL167W 


6.66 


YJL034W 


11.61 


YJL035C 


14.48 


YJL070C 


5.29 


YJL078C 


5.16 


YJL179W 


0.19 


YJL180C 


0.14 


YJL181W 


0.21 


YJL187C 


0.17 


YJL188C 


0.1 


YJL189W 


0.08 


YJL190C 


0.09 


YJL197W 


0.13 


YJL198W 


0.2 


YJR049C 


0.17 


YKR094C 


0.14 


YLR040C 


10.13 


YLR048W 


8.55 


YLR088W 


6.09 


YLR159W 


0.18 


YLR167W 


0.06 


YLR232W 


7.4 


YLR233C 


7.63 


YLR234W 


5.68 


YLR238W 


6.74 


YLR241W 


6.48 


YLR321C 


12.17 


YLR322W 


5.54 


YLR325C 


0.06 


YLR344W 


0.12 


YLR367W 


0.19 


YLR393W 


7.05 


YLR423C 


8.61 


YML026C 


0.11 


YML063W 


0.16 
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SEQ ID NO 105 
SEQID NO 107 
SEQ ID NO 109 
SEQ ID NO 111 
SEQ ID NO 113 
SEQ ID NO 115 
SEQ ID NO 117 
SEQ ID NO 119 
SEQ ID NO 121 
SEQ ID NO 123 
SEQ ID NO 125 
SEQ ID NO 127 
SEQ ID NO 129 
SEQ ID NO 131 
SEQ ID NO 133 
SEQ ID NO 135 
SEQ ID NO 137 
SEQ ID NO 139 
SEQ ID NO 141 
SEQ ID NO 143 
SEQ ID NOUS 
SEQ ID NO 147 
SEQ ID NO 149 
SEQ ID NO 151 
SEQ ID NO 153 
SEQ ID NO 155 
SEQ ID NO 157 
SEQ ID NO 159 
SEQ ID NO 161 
SEQ ID NO 163 
SEQ ID NO 165 
SEQ ID NO 167 
SEQ ID NO 169 
SEQ ID NO 171 
SEQ ID NO 173 
SEQ ID NO 175 
SEQ ID NO 177 
SEQ ID NO 179 
SEQ ID NO 181 
SEQID NO 183 
SEQ ID NO 185 
SEQ ID NO 187 
SEQ ID NO 189 
SEQ ID NO 191 
SEQ ID NO 193 
SEQ ID NO 195 
SEQ ID NO 197 
SEQ ID NO 199 
SEQ ID NO 201 
SEQ ID NO 203 
SEQ ID NO 205 
SEQ ID NO 207 
SEQ ID NO 209 
SEQ ID NO 211 
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YML128C 


5.1 


SEQ ID NO 213 


YML130C 


5.41 


SEQ ID NO 215 


YMR022W 


6.45 


SEQ ID NO 217 


YMR118C 


5.13 


SEQ ID NO 219 


YMR143W 


0.08 


SEQ ID NO 221 


YMR174C 


6.75 


SEQ ID NO 223 


YMR191W 


9.56 


SEQ ID NO 225 


YMR230W 


0.13 


SEQ ID NO 227 


YNL054W 


5.19 


SEQ ID NO 229 


YNL067W 


0.12 


SEQ ID NO 231 


YNL075W 


0.16 


SEQ ID NO 233 


YNL096C 


0.14 


SEQ ID NO 235 


YNL162W 


0.07 


SEQ ID NO 237 


YNL178W 


0.11 


SEQ ID NO 239 


YNL182C 


0.18 


SEQ ID NO 241 


YNL190W 


0.07 


SEQ ID NO 243 


YNL208W 


5.87 


SEQ ID NO 245 


YNL210W 


0.02 


SEQ ID NO 247 


YOL031C 


5.32 


SEQ ID NO 249 


YOL048C 


14.34 


SEQ ID NO 251 


YOR010C 


7.27 


SEQ ID NO 253 


YOR019W 


5.19 


SEQ ID NO 255 


YOR027W 


6.03 


SEQ ID NO 257 


YOR031W 


5.35 


SEQ ID NO 259 


YOR096W 


0.12 


SEQ ID NO 261 


YOR248W 


0.18 


SEQ ID NO 263 


YOR293W 


0.11 


SEQ ID NO 265 


YOR312C 


0.12 


SEQ ID NO 267 


YOR369C 


0.21 


SEQ ID NO 269 


YPL047W 


5.09 


SEQ ID NO 271 


YPL090C 


0.1 


SEQ ID NO 273 


YPL137C 


10.41 


SEQ ID NO 275 


YPL159C 


5.61 


SEQ ID NO 277 


YPL175W 


5.95 


SEQ ID NO 279 


YPL180W 


7.68 


SEQ ID NO 281 


YPL218W 


6.26 


SEQ ID NO 283 


YPR102C 


0.17 


SEQ ID NO 285 
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Table 2. 



ORF 


Qt 


Sequence ID Number 


YGR236C 


7.25 


SEQ ID NO 119 


YDR442W 


0.049 


SEQ ID NO 459 


YGR182C 


0.602 


SEQ ID NO 467 


YGR106C 


0.478 


SEQ ID NO 465 


YKR040C 


2.23 


SEQ ID NO 471 


YJL188C 


0.075 


SEQ ID NO 161 


YOR096W 


0.067 


SEQ ID NO 261 


YOR293W 


0.107 


SEQ ID NO 265 


YDR450W 


0.056 


SEQ ID NO 63 


YML026C 


0.051 


SEQ ID NO 209 


YHR021C 


0.114 


SEQ ID NO 129 


YLR167W 


0.033 


SEQ ID NO 183 


YGL147C 


0.061 


SEQ ID NO 105 


YGR085C 


0.107 


SEQ ID NO 463 


YOR312C 


0.083 


SEQ ID NO 267 


YOL127W 


0.101 


SEQ ID NO 473 


YHR010W 


0.077 


SEQ ID NO 127 


YDR471W 


0.046 


SEQ ID NO 65 


YDL191W 


0.128 


SEQ ID NO 49 


YDL136W 


0.125 


SEQ ID NO 43 


YLR325C 


0.061 


SEQ ID NO 199 


YJL189W 


0.07 


SEQ ID NO 163 


YIL148W 


0.145 


SEQ ID NO 139 


YHR141C 


0.069 


SEQ ID NO 131 


YBL003G 


0.119 


SEQ ID NO 457 


YDR529C 


0.352 


SEQ ID NO 461 


YGR183C 


0.781 


SEQ ID NO 469 
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CLAIMS 

1 . Use of a nucleic acid molecule encoding a polypeptide which is involved 
in a pathway eventually leading to programmed cell death of yeast or fungi and which 
5 nucleic acid sequence is selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 2, 4. 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 
26, 28, 30, 32, 34, 36, 38. 40, 42, 44. 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, . 
66, 68, 70. 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 

10 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 

134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 
164, 166, 168, 170, 172, 174, 176. 178, 180, 182. 184, 186, 188, 190, 192, 
194, 196, 198, 200, 202, 204, 206. 208. 210, 212, 214, 216, 218, 220, 222, 
224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 

15 254. 256, 258, 260, 262, 264, 266. 268, 270, 272, 274, 276, 278, 280, 282, 

284, 286, 288, 290, 292, 294, 296. 298, 300, 302, 304, 306, 308, 310. 312, 
314, 316, 318. 320, 322. 324. 326, 328. 330. 332, 334, 336, 338, 340, 342, 
344. 346, 348, 350. 352. 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374. 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 

20 404, 406, 408, 410, 412. 414. 416, 418. 420. 422, 424, 426, 428, 430, 432, 

434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476. 478, 480, 482, or 484, or encoding a 
functional equivalent, derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
25 which is more than 70% similar, preferably more than 80% similar, more 

preferably more than 90% similar and most preferably more than 97% 
similar to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 
10, 12, 14, 16, 18, 20, 22, 24. 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 
50, 52. 54, 56, 58. 60. 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 

30 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 

122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 
152, 154, 156, 158, 160, 162, 164, 166, 168. 170, 172, 174, 176, 178, 180, 
182, 184. 186, 188, 190. 192. 194, 196, 198, 200, 202, 204, 206, 208, 210, 
212, 214. 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 

35 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 

272, 274, 276, 278, 280, 282. 284, 286, 288, 290, 292, 294, 296. 298, 300, 
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302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 
332, 334, 336, 338. 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 
362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 
392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 
5 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 

452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478. 480, 
482, or 484; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence 
whicli is more than 70% identical, preferably more than 80% identical, more 

10 preferably more than 90% identical and most preferably more than 97% 

identical to any of the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 
8, 10, 12, 14, 16, 18, 20, 22. 24, 26, 28, 30, 32. 34, 36, 38, 40. 42, 44, 46. 
48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72. 74, 76, 78, 80, 82, 84, 86, 
88, 90, 92. 94, 96, 98, 100, 102, 104, 106, 108. 110. 112. 114, 116, 118, 

15 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 

150, 152, 154, 156, 158, 160. 162, 164, 166. 168, 170, 172. 174, 176, 178. 
180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204. 206. 208, 
210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236. 238, 
240, 242. 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 

20 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 

300, 302, 304, 306, 308. 310, 312, 314. 316, 318, 320, 322, 324, 326, 328, 
330, 332, 334, 336, 338. 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 
360, 362, 364, 366, 368, 370. 372, 374, 376. 378. 380, 382, 384, 386, 388, 
390, 392, 394, 396, 398, 400. 402, 404, 406. 408, 410, 412, 414, 416, 418. 

25 420, 422, 424, 426, 428, 430. 432. 434, 436, 438, 440, 442. 444, 446, 448. 

450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 
480, 482, or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of 
SEQ ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23. 25. 27, 29, 31, 33, 35, 

30 37, 39, 41 , 43, 45, 47, 49, 51 , 53, 55, 57, 59, 61 , 63, 65, 67, 69, 71 , 73, 75, 

77, 79, 81, 83, 85. 87. 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 
113, 115, 117. 119. 121. 123, 125, 127, 129, 131, 133, 135. 137, 139, 141, 
143, 145. 147, 149. 151. 153, 155, 157, 159. 161. 163, 165, 167, 169, 171, 
173, 175. 177. 179, 181, 183. 185, 187, 189. 191, 193, 195, 197, 199, 201, 

35 203, 205. 207, 209, 211. 213. 215. 217, 219, 221, 223, 225, 227, 229, 231, 

233, 235, 237. 239, 241. 243. 245, 247. 249. 251, 253, 255, 257, 259, 261. 
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263, 265, 267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 287, 289, 291, 
293, 295, 297, 299, 301 , 303, 305, 307, 309, 31 1 , 31 3, 31 5, 31 7, 31 9, 321 , 
323. 325, 327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 349. 351. 
353. 355. 357, 359, 361. 363. 365, 367, 369, 371, 373. 375, 377, 379, 381, 
5 383, 385. 387, 389, 391 . 393, 395, 397, 399, 401 , 403. 405. 407, 409. 41 1 , 

413, 415. 417, 419, 421, 423, 425, 427, 429, 431, 433. 435, 437, 439, 441, 
443, 445. 447, 449, 451, 453, 455, 457, 459, 461, 463, 465, 467. 469, 471, 
473, 475, 477, 479. 481 or 483; 

(e) a nucleic acid sequence whicin is more than 70% identical, preferably more 
10 than 80% identical, more preferably more than 90% identical and most 

preferably more than 97% identical to any of the nucleic acid sequences 
shown in SEQ ID NOs 1. 3, 5, 7, 9, 11, 13, 15. 17, 19, 21, 23. 25, 27, 29, 
31, 33, 35, 37. 39. 41, 43, 45, 47, 49, 51, 53. 55, 57, 59, 61, 63, 65. 67, 69, 
71, 73, 75, 77, 79, 81, 83, 85, 87, 89. 91, 93, 95, 97, 99. 101, 103, 105, 107, 

15 109, 111. 113, 115, 117, 119. 121, 123, 125, 127, 129, 131. 133, 135, 137, 

139, 141. 143, 145, 147. 149. 151. 153, 155, 157. 159, 161, 163. 165, 167. 
169, 171, 173, 175, 177, 179, 181. 183, 185. 187. 189, 191, 193, 195, 197. 
199, 201, 203, 205, 207, 209, 211. 213, 215, 217, 219, 221, 223, 225, 227, 
229, 231. 233, 235, 237, 239. 241, 243, 245, 247, 249, 251, 253. 255, 257. 

20 259, 261 , 263, 265, 267, 269, 271 , 273. 275. 277, 279, 281 . 283, 285, 287, 

289, 291, 293, 295, 297, 299, 301, 303, 305. 307. 309, 311. 313. 315. 317. 
319, 321, 323. 325, 327, 329, 331. 333, 335. 337. 339, 341, 343, 345, 347, 
349, 351, 353, 355, 357, 359. 361, 363, 365, 367, 369, 371, 373, 375, 377, 
379, 381, 383, 385, 387, 389, 391, 393, 395, 397. 399, 401. 403. 405, 407, 

25 409, 411, 413, 415, 417, 419, 421, 423, 425. 427. 429, 431, 433, 435, 437, 

439, 441, 443. 445, 447, 449, 451, 453, 455, 457, 459, 461, 463, 465, 467, 
469, 471 , 473, 475, 477, 479, 481 or 483; and 

(f) a nucleic acid sequence encoding a functional fragment of any of the 
nucleic acid sequences as specified in a) to e), 

30 (g) the complement of any of the nucleic acid sequences as specified in a) to f), 

for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 



2. Use of a polypeptide which is involved in a pathway eventually leading 
35 to programmed cell death of yeast or fungi, said polypeptide being selected from : 



wo 01/02550 



PCT/BEOO/00077 



45 

(a) a protein having an amino acid sequence as represented in any of SEQ ID 
NOs 2, 4, 6, 8, 10, 12, 14. 16. 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 
42, 44, 46, 48, 50, 52, 54, 56, 58. 60, 62. 64, 66. 68, 70, 72, 74, 76, 78, 80, 
82. 84, 86, 88, 90, 92, 94, 96, 98, 100, 102. 104, 106, 108, 110, 112, 114, 

5 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 

146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 
176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 
206, 208, 210, 212, 214, 216, 218, 220, 222, 224. 226, 228, 230, 232, 234, 
236, 238, 240, 242, 244. 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 

10 266, 268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 

296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 
326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 
356, 358, 360, 362, 364. 366, 368. 370. 372. 374. 376, 378, 380. 382. 384, 
386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 

15 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 

446, 448, 450, 452. 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 
476, 478, 480, 482, or 484, or encoding a functional equivalent, derivative or 
bloprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, 
20 preferably more than 80% similar, more preferably more than 90% similar 

and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16. 18, 20, 22. 24, 
26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46. 48. 50, 52, 54. 56, 58, 60, 62, 64, 
66, 68, 70, 72, 74, 76, 78, 80. 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 

25 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 

134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160. 162, 
164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 
194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 
224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 

30 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 

284, 286, 288, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 
314, 316, 318, 320, 322, 324, 326, 328. 330, 332, 334, 336, 338, 340, 342, 
344. 346, 348, 350, 352, 354, 356, 358. 360, 362, 364, 366, 368, 370, 372, 
374, 376, 378. 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 

35 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 
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434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476, 478, 480, 482, or 484; 

(c) a protein having an amino acid sequence whicli is naore than 70% identical, 
preferably more than 80% identical, more preferably more than 90% 

5 identical and most preferably more than 97% identical to any of the amino 

acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 
24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 
64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 
102, 104, 106, 108, 110, 112, 114, 116. 118, 120, 122, 124, 126, 128, 130, 

10 132, 134, 136, 138. 140, 142, 144, 146, 148, 150. 152. 154. 156, 158. 160. 

162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182. 184, 186, 188, 190, 
192, 194. 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 
222, 224, 226, 228, 230, 232. 234, 236, 238. 240. 242, 244, 246, 248, 250, 
% 252, 254, 256, 258, 260. 262, 264, 266, 268, 270, 272, 274, 276, 278. 280. 

15 282, 284, 286, 288, 290, 292, 294, 296, 298, 300. 302, 304, 306, 308, 310. 

312, 314. 316. 318, 320. 322, 324, 326. 328. 330, 332, 334, 336, 338, 340, 
342, 344, 346, 348, 350, 352. 354. 356, 358, 360, 362, 364, 366, 368. 370, 
372, 374, 376, 378, 380, 382. 384, 386, 388. 390. 392, 394, 396, 398, 400. 
402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428. 430. 

20 432, 434. 436, 438, 440. 442, 444, 446, 448. 450. 452, 454, 456, 458, 460, 

462, 464, 466, 468. 470, 472, 474, 476, 478, 480, 482. or 484; and, 

(d) a functional fragment of any of said proteins as defined in a) to c), 

for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 



25 



3. A pharmaceutical or fungicidal composition comprising a nucleic acid 
molecule as defined in claim 1 or a polypeptide as defined in claim 2 together with a 
pharmaceutically acceptable carrier diluent or excipient therefor. 



30 4. A vaccine for immunizing a mammal against yeast or fungal infections 

comprising at least one nucleic acid molecule as defined in claim 1 or at least one 
polypeptide as defined in claim 2 in a pharmaceutically acceptable carrier. 

5. A genetically modified yeast or fungus in which modification results in 
35 the overexpression or underexpression of at least one of the nucleic acids as defined in 
claim 1 or the polypeptides as defined in claim 2, which overexpression or 
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underexpression of said nucleic acid or polypeptide prevents or delays apoptosis of 
said genetically modified yeast or fungus. 

6. A method of identifying compounds which selectively modulate 
5 expression or functionality of polypeptides involved in a pathway eventually leading to 
programmed cell death of yeast or fungi or In metabolic pathways in which said 
polypeptides are involved, which method comprises: 

(a) contacting a compound to be tested with yeast or fungal cells having a 
mutation which results in overexpression or underexpression of at least one 

10 of the polypeptides as defined in claim 2, in addition to contacting wild type 

cells with said compound, 

(b) monitoring the growth, death rate or activity of said mutated cells compared 
to said wild type cells; wherein differential growth or activity of said mutated 
yeast or fungi cells is indicative of selective action of said compound on a 

15 polypeptide in the same or a parallel pathway, 

(c) alternatively monitoring the growth, death rate or activity of said mutated 
cells compared to mutated cells which were not contacted with the 
compound to be tested, wherein differential growth or activity of said 
mutated yeast of fungi cells is indicative of selective action of said 

20 compound on a polypeptide in the same or a parallel pathway, 

(d) alternatively monitoring changes in morphologic and/or functional properties 
of components in said mutated cells caused by the addition of the 
compound to be tested. 

25 7. A method of identifying compounds which selectively modulate 

expression or functionality of polypeptides involved in a pathway eventually leading to 
programmed cell death of yeast and fungi or in metabolic pathways in which said 
polypeptides are Involved, which method comprises: 

(a) contacting a compound to be tested with yeast or fungal cells transformed, 
30 transfected or infected with an expression vector comprising an antisense 

sequence of at least one of the nucleic acid sequences as defined in claim 
1, which expression results in underexpression of said polypeptide, in 
addition to contacting one or more wild type cells with said compound, 

(b) monitoring the growth, death rate or activity of said transformed, transfected 
35 or infected cells compared to said wild type cells; wherein differential growth 

or activity of said transformed, transfected or Infected yeast or fungal cells is 
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indicative of selective action of said compound on a polypeptide in the same 
or a parallel pathway, 

(c) alternatively monitoring the growth, death rate or activity of said 
transformed, transfected or infected cells compared to transformed, 

5 transfected or infected cells which were not contacted with the compound to 

be tested, wherein differential growth or activity of said mutated yeast of 
fungi cells is indicative of selective action of said compound on a 
polypeptide in the same or a parallel pathway, 

(d) alternatively monitoring changes in morphologic and/or functional properties 
10 of components in said transformed, transfected or Infected cells caused by 

the addition of the compound to be tested. 



8. A method of identifying compounds which bind to or modulate the 
properties of polypeptides which are involved in a pathway eventually leading to 

1 5 programmed cell death of yeast or fungi, which method comprises: 

(a) contacting a compound to be tested with at least one of the polypeptides as 
defined in claim 2, 

(b) detecting the complex formed between the compound to be tested and said 
polypeptide, 

20 (c) alternatively, examining the diminution of complex formation between said 

polypeptide and a binding partner, caused by the addition of the compound 
being tested. 

(d) alternatively, examining the alteration in the functional activity of the 
polypeptide, caused by the addition of the compound being tested. 

25 

9. A method of Identifying compounds which selectively modulate 
expression of polypeptides which are involved in a pathway eventually leading to 
programmed cell death of yeast or fungi which method comprises: ^ 

(a) contacting host cells transformed, transfected or infected with an expression 
30 vector comprising a promoter sequence of a nucleic acid molecule as 

defined In claim 1 joined in frame with a reporter gene, 

(b) monitoring increased or decreased expression of said reporter gene caused 
by the addition of the compound being tested. 
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10. A method according to any of claims 6 to 9 wherein said yeast or fungus 
is chosen from Saccharomyces cerevisiae, Schizosaccharomyces pombe, Candida 
albicans, or Aspergillus fumigatus. 

5 1 1 . A compound identifiable according to the method of any of claims 6 to 9. 

12. A compound according to claim 1 1 for use as a medicament. 

13. A method for preparing a pharmaceutical composition for treating 
10 diseases associated with yeast or fungi comprising admixing a compound according to 

claim 12 with a suitable pharmaceutically acceptable carrier. 

14. Use of a compound according to claim 11 or 12 for the preparation of a 
medicament for treating diseases associated with yeast and fungi. 

15 

15. Use of a compound according to claim 11 or 12 or a genetically modified 
organism as defined in claim 5 for the preparation of a medicament for modifying the 
endogenic flora of humans and other mammals. 

20 16. Use of a compound according to claim 12 where the yeast or fungus is 

chosen from Candida spp., Aspergillus spp., Microsporum spp., Trichophyton spp., 
Fusarium spp., Zygomycetes spp., Botritis, spp., Cladosporium spp., Malassezia spp., 
Epidermophyton floccosum, Blastomyces dermatitidis, Coccidioides immitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus neoformans, 

25 and Sporothrix schenckii. 

17. A nucleic acid sequence encoding a polypeptide which is involved in a 
pathway for programmed cell death of yeast or fungi selected from: 

30 (a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 
306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 
346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 
382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 

35 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448. 450, 452, 
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454, 476, 478, 480, 482 or 484, or encoding a functional equivalent, derivative 
or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% similar, preferably more than 80% similar, more 

5 preferably more than 90% similar and most preferably more than 97% similar to 

any of the amino acid sequences shown in SEQ ID NOs 286, 288, 290, 292, 
296, 298. 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326. 328, 
330, 332, 338, 342. 344, 346. 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 
10 408. 410, 412, 416, 418, 422, 424, 426, 428. 430, 432. 434, 436. 438, 440. 442. 

444. 446, 448, 450, 452, 454, 476, 478, 480. 482 or 484; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% identical, preferably more than 80% identical, more 
preferably more than 90% identical and most preferably more than 97% 

15 identical to any of the amino acid sequences shown in SEQ ID NOs 286, 288, 

290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316. 318, 320, 322, 324, 
326, 328, 330, 332, 338, 342, 344, 346, 348, 352. 354, 356, 358, 360, 362, 364, 
366. 368, 370. 372, 374, 376, 380, 382, 384, 386. 388, 390, 392, 394, 398, 402, 
404, 406, 408, 410, 412, 416, 418. 422, 424, 426, 428, 430, 432, 434, 436, 438, 

20 440, 442. 444, 446, 448, 450, 452, 454, 476, 478, 480, 482 or 484; 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ 
ID NOs 285. 287, 289, 291, 295, 297, 299, 301, 303, 305. 307, 309, 311, 315, 
317, 319. 321, 323, 325, 327. 329. 331. 337, 341, 343, 345. 347, 351, 353, 355, 
357, 359, 361, 363, 365, 367, 369, 371, 373. 375, 379, 381, 383, 385. 387. 389, 

25 391 , 393. 397, 401 , 403, 405, 407, 409, 41 1 , 41 5, 41 7, 421 , 423, 425, 427, 429, 

431 , 433, 435, 437, 439, 441 , 443, 445, 447, 449. 451 . 453, 475, 477, 479, 481 
or 483; 

(e) a nucleic acid sequence which Is more than 70% identical, preferably more than 
80% identical, more preferably more than 90% identical and most preferably 

30 more than 97% identical to any of the nucleic acid sequences shown in SEQ ID 

NOs 285. 287. 289, 291 , 295, 297, 299, 301 , 303, 305, 307, 309, 31 1 , 31 5, 31 7, 
319, 321. 323, 325, 327, 329, 331, 337, 341, 343, 345, 347, 351, 353, 355, 357, 
359, 361 , 363. 365. 367, 369, 371 , 373, 375, 379, 381 , 383, 385, 387, 389, 391 , 
393, 397, 401, 403, 405, 407, 409, 41 1 , 415, 417, 421 , 423, 425, 427, 429, 431 , 

35 433. 435. 437, 439. 441, 443, 445, 447. 449, 451. 453, 475, 477, 479, 481 or 

483; and. 
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(f) a nucleic acid sequence encoding a functional fragment of any of the nucleic 
acid sequences as specified in a) to e), 

(g) the complement of any of the nucleic acid sequences as specified in a) to e). 

5 18. A nucleic acid according to claim 16 characterized in that it is derived 

from Candida albicans. 

19. A nucleic acid molecule capable of selectively hybridizing to a nucleic 
acid sequence as defined in claim 1 or the complement thereof. 

10 

20. A nucleic acid sequence according to any of claim 17 to 19 which is 

mRNA 

21. A nucleic acid sequence according to any of claims 17 to 19 which is 

15 DNA. 

22. A nucleic acid sequence according to any of claims 17 to 19 which is 

cDNA. 

20 23. An antisense molecule comprising a nucleic acid sequence capable of 

selectively hybridizing to the nucleic acid sequences according to any of claims 1 7 to 
22. 

24. An isolated protein which is involved in a pathway for programmed cell 
25 death of yeast or fungi selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 
286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 320, 
322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 
362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 

30 398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 

436, 438, 440, 442, 444, 446. 448, 450, 452, 454, 476, 478, 480, 482 or 484, or 
encoding a functional equivalent, derivative or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, 
preferably more than 80% similar, more preferably more than 90% similar and 

35 most preferably more than 97% similar to any of the amino acid sequences 

shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 
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310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 
352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 
386. 388, 390, 392, 394, 398. 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 
426, 428, 430, 432, 434. 436, 438, 440. 442, 444, 446, 448, 450, 452. 454. 476, 
5 478, 480, 482 or 484; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 80% identical, more preferably more than 90% identical 
and most preferably more than 97% identical to any of the amino acid 
sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 

10 306, 308, 310, 312, 316, 318, 320. 322, 324, 326, 328, 330, 332, 338, 342, 344, 

346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 
382, 384, 386, 388, 390, 392. 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 
422, 424, 426. 428, 430, 432, 434, 436. 438. 440. 442, 444, 446. 448, 450. 452. 
454, 476. 478. 480, 482 or 484; and, 

15 (d) a functional fragment of any of said proteins as defined in a) to c) 

25. An expression vector comprising a nucleic acid sequence according to 
any of claims 17 to 23. 

20 26. An expression vector according to claim 25 which comprises an 

inducible promoter. 

27. An expression vector according to claim 25 or 26 which comprises a 
sequence encoding a reporter molecule. 

25 

28. A host cell transformed, transfected or infected with the vector of any of 
claims 25 to 27. 

29. A nucleic acid molecule according to any of claims 1 7 to 23 for use as a 
30 medicament. 

30. A polypeptide according to claim 24 for use as a medicament. 

31 . An antibody capable of specifically binding to a polypeptide according to 
35 claim 24. 
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32. An antibody according to claim 31 for use as a medicament. 

33. A pharmaceutical composition comprising an antibody according to 
claim 31 or 32. 

5 

34. Use of an antibody according to claim 31 or 32, or an antibody capable 
of binding to at least one of the polypeptides as defined in claim 2, for the preparation 
of a medicament for treating diseases associated with yeast and fungi. 

10 35. Use of an antibody according to claim 34 where the fungus is Candida 

albicans. 

36. A nucleic acid probe which comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 17 and which 

1 5 selectively hybridises with any of said nucleic acid molecules. 

37. A nucleic acid primer which comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 17 and which 
selectively amplifies any of said nucleic acid molecules. 

20 

38. A genetically modified mammalian cell or non-human organism in which 
modification results in the overexpression or underexpression of at least one of the 
nucleic acids as defined in claim 1 or a human homologue thereof or at least one of the 
polypeptides as defined in claim 2 or a human homologue thereof, which 

25 overexpression or underexpression of said nucleic acid or polypeptide prevents or 
delays apoptosis of said genetically modified mammalian cell or in said genetically 
modified non-human organism. 

39. A method for Identifying compounds for stimulating or inhibiting 
30 apoptosis comprising the use of at least one of the nucleic acid sequences as defined 

in claim 1 or a human homologue thereof and/or at least one of the polypeptides as 
defined In claim 2 or a human homologue thereof and/or a genetically modified 
mammalian cell or non-human organism according to claim 38. 



35 



40. A compound identifiable according to the method of claim 39. 
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41 . A compound according to claim 40 for use as a medicament. 



42. A method for preparing a pharmaceutical composition for treating 
proliferative disorders or for preventing apoptosis in certain diseases comprising 

5 admixing a compound according to claim 40 or 41 with a suitable pharmaceutically 
acceptable carrier. 

43. Use of a compound according to claim 40 or 41 for the preparation of a 
medicament for treating proliferative disorders or for preventing apoptosis in certain 

10 disorders. 



44. Use of a nucleic acid molecule selected from any of the nucleic acid 
molecules as defined in claim 1 or a human homologue thereof for treating proliferative 
disorders or for the prevention of apoptosis in certain diseases. 

15 

45. Use of a polypeptide selected from any of the polypeptides as defined in 
claim 2 or a human homologue thereof for treating proliferative disorders or for the 
prevention of apoptosis in certain diseases. 

20 46. A pharmaceutical composition for use as a medicament for treating 

proliferative disorders or for the prevention of apoptosis in certain diseases comprising 
a nucleic acid molecule as defined in claim 1 or a human homologue thereof or a 
polypeptide as defined in claim 2 or a human homologue thereof together with a 
pharmaceutically acceptable carrier diluent or excipient therefor. 

25 

47. A vaccine for immunizing mammals against proliferative disorders or for 
preventing apoptosis in certain diseases comprising least one nucleic acid molecule as 
defined in claim 1 or a human homologue thereof or at least one polypeptide as defined 
in claim 2 or a human analogue thereof in a pharmaceutically acceptable carrier. 

30 

48. Use of an antibody according to claim 31 or 32 or an antibody capable 
of binding to at least one of the polypeptides as defined in claim 2 or a human 
homologue thereof for the preparation of a medicament for treating proliferative 
disorders or for the prevention of apoptosis in certain diseases. 



35 
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49. An expression vector comprising a human homologue of a nucleic acid 
sequence as defined in claim 1 . 

50. An expression vector according to claim 49 which comprises an 
inducible promoter. 

5 

51. An expression vector according to claim 49 or 50 which comprises a 
sequence encoding a reporter molecule. 

52. A host cell transformed, transfected or infected with the vector of any of 
10 claims 49 to 51 . 

53. A nucleic acid molecule comprising a human homologue of at least one 
of the nucleic acid sequences as defined in daim 1 . 

15 54. An antisense molecule comprising a nucleic acid sequence capable of 

selectively hybridising to the nucleic acid molecule of claim 53. 

55. A polypeptide encoded by a nucleic acid molecule according to claim 

53. 

20 
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FIG. 1; 

YAR061W, 704 bp, CDS: 501-704 (SEQ ID NO 1) 

AAAATTTGGCACTTCAGAGCTTATCGTATCTTCTCCCGGAGTTCCTCAAGACTTATACTT 
CAGCCCGTTTAGGAATGCATAAAAGCAAATAGGATTCGTTACAACTGCTGCAGGACTCTT 
TAGGACTGCATCAAGGTAAGCCTCGCTGCACCTAAACGCAAAATGTGGTTGTAACCTTTT 
TAATTTTTTTCTTGAACTTGTTGAGTCGTAATAAATCGTTTCTGGGAAGTGGAAGGTAAT 
AATGTAATGGAATCGGCGTTACTCGCATGTGCAGATATCAGCGACAAAAAGTGTTGTAGG 
GACGTTTCGATACCAAAATTTCCTAAATACAGCGCAGGAACATCACTACGCTAAACAAAT 
CGTAGCGCATACATCTGATCGAAAAAAGACAGTTCCCAAAACAATGACATATGAAGAGAC 
CAGCATCAAAATTTTCATCATTAACAGCATGGCTAAAAGTTATTGTTTAATATACCCATA 
CCTGATTGACGAACCAAGAAATGCCTTATCACTATTTATTTTTGGCACTCTTCACCTACC 
TGGCCACGTCCAATGTTGTTTCAGGl^GTACACAAGCATGCCTGCCAGTGGGCCCGAGGA 
AAAATGGGATGAATGTCAACTTTTATAAATACTCATTACTGGATTCAACAACGTATTCCT 
ACCCGCAATATATGACTTCTGGATATGCCTCGAATTGGAATTAG 

YAR061W, 67 aa (SEQ ID NO 2) 

MPYHYLFLALFTYLATSNWSGSTQACLPVGPRKNGMNVNFYKYSLLDSTTYSYPQYMTS 

GYASNWN 

YAR073W, 1712 bp, CDS: 501-1712 (SEQ ID NO 3) 

AGTGGCTCATGATCTGTAAATGATCGGTTGACCGCAGTATTATATAATAACATCCGTATA 
AGTACATATACTACCATGTCTGTTCTCTACATTGCTTTTTATTCAAGATTATTGGTTTTC 
CTAACCGCCGCGCCGCGCAGGTACCCCGCGCATCTCTTCTTCTCGAAGAAAGCGGAAAAA 
ACAAAAAAAAAAGTATAAATAGTGGAGTCTTTTCCCATTTAACATTTAGAAAAAAATTCG 
AATGGAAATTTCTTGCCGAACATTTAACCGGAGACCCTTGGCGGCTTTTTCTCAGTTTCG 
TGGGCTAGTACATTTTACCTAGTATGCTGGGAACTTTTTTTCCGTATTCTATTCTATTCC 
TTGCCTTACTTTTCTTATCATTTTTTATATAACCAATTTCAAAAATACTTTTTAACTGTC 
ATAGACGCATTTTGTTTATTACAAATTAAAAGAATCAAATATAATATGTGCAATTAATAA 
CTCCACAAGTAGCGAAAGCAATGGCCGCCATTAGAGACTACAAGACCGCACTAGATCTTA 
CCAAGAGCCTACCAAGACCGGATGGTTTGTCAGTGCAGGAACTGATGGACTCCAAGATCA 
GAGGTGGGTTGGCTTATAACGATTTTTTAATCTTACCAGGTTTAGTCGATTTTGCGTCCT 
CTGAAGTTAGCCTACAGACCAAGCTAACCAGGAATATTACTTTAAACATTCCATTAGTAT 
CCTCTCCAATGGACACTGTGACGGAATCTGAAATGGCCACTTTTATGGCTCTGTTGGATG 
GTATCGGTTTCATTCACCATAACTGTACTCCAGAGGACCAAGCTGACATGGTCAGAAGAG 
TCAAGAACTATGAAAATGGGTTTATTAACAACCCTATAGTGATTTCTCCAACTACGACCG 
TTGGTGAAGCTAAGAGCATGAAGGAAAAGTATGGATTTGCAGGCTTCCCTGTCACGGCAG 
ATGGAAAGAGAAATGCAAAGTTGGTGGGTGCCATCACCTCTCGTGATATACAATTCGTTG 
AGGACAACTCTTTACTCGTTCAGGATGTCATGACCAAAAACCCTGTTACCGGCGCACAAG 
GTATCACATTATCAGAAGGTAACGAAATTCTAAAGAAAATCAAAAAGGGTAGGCTACTGG 
TTGTTGATGAAAAGGGTAACTTAGTTTCTATGCTTTCCCGAACT6ATTTAATGAAAAATC 
AGAAGTACCCATTAGCGTCCAAATCTGCCAACACCAAGCAACTGTTATGGGGTGCTTCTA 
TTGGGACTATGGACGCTGATAAAGAAAGACTAAGATTATTGGTAAAAGCTGGCTTGGATG 
TCGTCATATTGGATTCCTCTCAAGGTAACTCTATTTTCCAATTGAACATGATCAAATGGA 
TTAAAGAAACTTTCCCAGATTTGGAAATCATTGCTGGTAACGTTGTCACCAAGGAACAAG 
CTGCCAATTTGATTGCTGCCGGTGCGGACGGTTTGAGAATTGGTATGGGAACTGGCTCTA 
TTTGTATTACCCAAAAAGTTATGGCTTGTGGTAGGCCACAAGGTACAGCCGTCTACAACG 
TGTGTGAATTTGCTAACCAATTCGGTGTTCCATGTATGGCTGATGGTGGTGTTCAAAAAC 
ATTGGTCATATTATTACCAAAGCTTTGGCTCTTGGTTCTTCTACTGTTATGATGGGTGGT 
ATGTTGGCCGGTACTACCGAATCACCAGGTGA 

YAR073W, 403 aa (SEQ ID NO 4) 

MAAIRDYKTALDLTKSLPRPDGLSVQELMDSKIRGGLAYNDFLILPGLVDFASSEVSLQT 
KLTRNITLNIPLVSSPMDTVTESEMATFMALLDGIGFIHHNCTPEDQADMVRRVKNYENG 
FINNPIVISPTTTVGEAKSMKEKYGFAGFPVTADGKRNAKLVGAITSRDIQFVEDNSLLV 
QDVMTKNPVTGAQGITLSEGNEILKKIKKGRLLWDEKGNLVSMLSRTDLMKNQKYPLAS 
KS ANTKQLLWGAS IGTMDADKERLRLLVKAGLDWI LDS SQGNSIFQLNMIKWIKETFPD 
LEIIAGNWTKEQAANLIAAGADGLRIGMGTGSICITQKVMACGRPQGTAVYNVCEFANQ 
FGVPCMADGGVQKHWSYYYQSFGSWFFYCYDGWYVGRYYRITR 
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YBL048W, 812 bp, CDS: 501-812 (SEQ ID NO 5) 

GGGAGAAGCTTATCTTACTGTAGAAGAAAATGGGATTGCGTTACTCCATATATATTGAAA 
ATCCGTTATCTTCCCCATCATCATCGTATAAATCAATAAACGACCCGTTATTCCACTCTC 
AGCATCGATCGCAAAAAAACGTGAGCTTCATCACCTACGGTTGTAGACATTGCAAGACAC 
ATCTTTCCAGTTCCTTCCAGATTATTTCTAGAGATTATAGGGGTAGGACCGGAACTGCTT 
ATTTAATGAACAAAGTTGTTAATGTCGTTGAAGGAAAGGTCGAGCAACGAAGAATGTTGA 
CTGGCGACTACTTAGTCTGTGATATTCTTTGTCATTGGTGCAAGAGGAACGTAGGTTGGA 
AATACTTGCAGAGCAGCAATGATGATCAGCAGTATAAGGAAGGAAAGTTTATCTTAGAGC 
TGAAAAACATTTGTAAATGTACTTGATGTCTTCCTTTGTCTGCTATCTAGCACCTCTCGT 
CTTTTAGTGCTTTTTAGCGTATGATTCTTTTTAAGAATCTGGTCTTTCTTCCTTCTATTT 
TGATTGGGTATATTTCTATTCGTGTTTCATTACTGGTCTGGGTTAATTGGGTTTTGGTTT 
GGTCCAGTTGTTTTCAAGTAGCCTTTATTTTTTCATTGTGGTATTTTATCTTATCGATTT 
ATACTTTTTTTTATTCAAAGAAAATTAAACAGATAATCTCTTATGAGCCTAGCTACTTTG 
TTTTTTCTTACAGGGCCATTGACTTATGCCCTGAACGAGTCTTACTTTACTTTTTTTGTA 
TTTTCAATAATGTCGTGTTTCCCATGTTGTAA 

YBL048W, 103 aa (SEQ ID NO 6) 

MILFKl^VFLPSILIGYISIRVSLLVWVNWVLVWSSCFQVAFIFSLWyFILSIYTFFYSK 
KIKQIISYEPSYFVFSYRAIDLCPERVLLYFFCIFNNWFPML 

YBL051C, 2507 bp, CDS: 501-2507 (SEQ ID NO 7) 

GGGAAATATCAATTCCCGTATTTCAATGTTAGTAATTTGCCTTCGTAAATTACGGAATCA 
CATAGCTTTCATTTTGTTCCTTTGATATATTTCCCTACTACATACTCTTTTCAATAACTC 
TACAGGGTCTGACATTTTTAACTTTCAGGTTAATGATGGTGTTCTTACTATATTCTCGAG 
TCGTACAGAAGTTAGTTCAGATAAACTGCTTCGGTGCTGCCCACTTCTTATCATTACTTC 
AACTTTACCTTCCCTATACCTGTGTGTCCTTATTAATTCAAGTTAATCCGAGGTAATAGA 
TTAGGGTAACCTTCAATGATGTCACGAAACACGGATGCTGCAACTTTGCGATTTTTTCCT 
GGAAAAGAATAACAATTAAAGGCAGCCTTTCAGCTGAGATTACCAGCAGGTCTTTGGAGA 
TTAGCGCAAGAAGAAGTGTGATATAGTACTCATAGAGGCAGGCTACAGACTAGGGAAAGC 
GTGTTCAACAACAATAAGAAATGGAGACCAGTTCTTTTGAGAATGCTCCTCCTGCAGCCA 
TCAATGATGCTCAGGATAATAATATAAATACGGAGACTAATGACCAGGAAACAAATCAGC 
AATCTATCGAAACTAGAGATGCAATTGACAAAGAAAACGGTGTGCAAACGGAAACTGGTG 
AGAACTCTGCAAAAAATGCCGAACAAAACGTTTCTTCTACAAATTTGAATAATGCCCCCA 
CCAATGGTGCTTTGGACGATGATGTTATCCCAAATGCTATTGTTATTAAAAACATTCCGT 
TTGCTATTAAAAAAGAGCAATTGTTAGACATTATTGAAGAAATGGATCTTCCCCTTCCTT 
ATGCCTTCAATTACCACTTTGATAACGGTATTTTCAGAGGACTAGCCTTTGCGAATTTCA 
CCACTCCTGAAGAAACTACTCAAGTGATAACTTCTTTGAATGGAAAGGAAATCAGCGGGA 
GGAAATTGAAAGTGGAATATAAAAAAATGCTTCCCCAAGCTGAAAGAGAAAGAATCGAGA 
GGGAGAAGAGAGAGAAAAGAGGACAATTAGAAGAACAACACAGATCGTCATCTAATCTTT 
CTTTGGATTCTTTATCTAAAATGAGTGGAAGCGGAAACAATAATACTTCTAACAATCAAT 
TATTCTCGACTCTAATGAACGGCATTAATGCTAATAGCATGATGAACAGTCCAATGAATA 
ATACCATTAACAATAACAGTTCTAATAACAACAATAGTGGTAACATCATTCTGAACCAAC 
CTTCACTTTCTGCCCAACATACTTCTTCATCGTTGTACCAAACAAACGTTAATAATCAAG 
CCCAGATGTCCACTGAGAGATTTTATGCGCCTTTACCATCAACTTCCACTTTGCCTCTCC 
CACCCCAACAACTGGACTTCAATGACCCTGACACTTTGGAAATTTATTCCCAATTATTGT 
TATTTAAGGATAGAGAAAAGTATTATTACGAGTTGGCTTATCCCATGGGTATATCCGCTT 
CCCACAAGAGAATTATCAATGTTTTGTGCTCGTACTTAGGGCTAGTAGAAGTATATGATC 
CAAGATTTATTATTATCAGAAGAAAGATTCTGGATCATGCTAATTTACAATCTCATTTGC 
AACAACAAGGTCAAATGACATCTGCTCATCCTTTGCAGCCAAACTCCACTGGCGGCTCCA 
TGAATAGGTCACAATCTTATACAAGTTTGTTACAGGCCCATGCAGCAGCTGCAGCGAATA 
GTATTAGCAATCAGGCCGTTAACAATTCTTCCAACAGCAATACTATTAACAGTAATAACG 
GTAACGGTAACAATGTCATCATTAATAACAATAGCGCCAGCTCAACACCAAAAATTTCTT 
CACAGGGACAATTCTCCATGCAACCAACACTAACCTCACCTAAAATGAACATACACCATA 
GTTCTCAATACAATTCCGCAGACCAACCGCAACAACCTCAACCACAAACACAGCAAAATG 
TTCAGTCAGCTGCGCAACAACAACAATCTTTTTTAAGACAACAAGCTACTTTAACACCAT 
CCTCAAGAATTCCATCCGGTTATTCTGCCAACCATTATCAAATCAATTCCGTTAATCCCT 
TACTGAGAAATTCTCAAATTTCACCTCCAAATTCACAAATCCCAATCAACAGCCAAACCC 
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TATCCCAAGCGCAACCACCAGCACAGTCCCAAACTCAACAACGGGTACCAGTGGCATACC 
AAAATGCTTCATTGTCTTCCCAGCAGTTGTACAACCTTAACGGCCCATCTTCAGCAAACT 
CACAGTCCCAACTGCTTCCACAGCACACAAATGGCTCAGTACATTCTAATTTCTCATATC 
AGTCTTATCACGATGAGTCCATGTTGTCCGCACACAATTTGAATAGTGCCGACTTGATCT 
ATAAATCTTTGAGTCACTCTGGACTAGATGATGGCTTGGAACAGGGCTTGAATCGTTCTT 
TAAGCGGACTGGATTTACAAAACCAAAACAAGAAGAATCTATGGTAA 

YBL051C, 668 aa (SEQ ID NO 8) 

METSSFENAPPAAINDAQDNNINTETNDQETNQQSIETRDAIDKENGVQTETGENSAKNA 

EQNVS STNLNNAPTNGALDDDVI PNAIVIKNI PFAI KKEQLLDI I EEMDL PLP YAFNYHF 

DNGIFRGLAFANFTTPEETTQVITSLNGKEISGRKLKVEYKKMLPQAERERIEREKREKR 

GQLEEQHRSSSNLSLDSLSKMSGSGN]MTS^INQLFSTL^mGINANSMImSPMNNTIl^ 

SNNNNSGNI I LNQPSLSAQHTSSSLYQTNVNNQAQMSTERFYAPLPSTSTLPLPPQQLDF 

NDPDTLEIYSQLLLFKDREKYYYELAYPMGISASHKRIINVLCSYLGLVEVYDPRFI I IR 

RKILDHANLQSHLQQQGQMTSAHPLQPNSTGGSMNRSQSYTSLLQAHAAAAANSISNQAV 

NNSSNSNTINSNNGNGNNVIINNNSASSTPKISSQGQFSMQPTLTSPKMNIHHSSQYNSA 

DQPQQPQPQTQQNVQSAAQQQQSFLRQQATLTPSSRIPSGYSANHYQINSVNPLLRNSQI 

SPPNSQIPINSQTLSQAQPPAQSQTQQRVPVAYQNASLSSQQLYNLNGPSSANSQSQLLP 

QHTNGSVHSNFSYQSYHDESMLSAHNLNSADLIYKSLSHSGLDDGLEQGLNRSLSGLDLQ 

NQNKKNLW 

YBL066C, 3674 bp, CDS: 501-3674 (SEQ ID NO 9) 

ATCCCAAGAAGAAGATTAGACTGATTTTTACCTACCCTTCCACCGTCGGAAGAAACACTT 
CTGAAGTGTTAAGGGTAATCGACGCCTTGCAATTGACTGACAAGGAGGGCGTAGTAACTC 
CAATTAATTGGCAGCCAGCTGACGATGTCATTATTCCTCCCTCTGTCTCCAATGATGAGG 
CGAAGGCTAAATTTGGTCAATTTAATGAAATTAAACCCTATTTAAGATTCACCAAGTCGA 
AATAAGCTTTGAAATAAACGACTTTACTATATACAGGTATATGAAGTATCTCTAACTAAA 
ACTTTTATCTATCTTTCATTCTTATTATATCTCATCTCGTACGAAGGGCCGCTCATTGGA 
TCATTTTTCTTTACATACCGTAAAGGAATGGCGTTAAAAATATATATATGAAAATGCATG 
TAATAAACTCTCTGCAGAAACCTTAATGTCAAAGGTCCCGTATACAGATTATATTGGCTC 
TGCGTATACGCATTCTCGTCATGGTGAAGGATAATCGAGATTCTGACCAAGACCAAGATT 
TTAGTTCTGCTCACATGAAAAGACAACCGGAGCAGCAACAGTTGCAACAGCACCAGTTCC 
CAAGTAAGAAACAACGAATATCTCACCATGATGACAGTCATCAAATCAACCATAGACCAG 
TTACCTCATGTACACATTGTAGACAGCACAAAATCAAATGCGATGCTAGTCAAAATTTCC 
CTCATCCTTGCTCCAGATGCGAAAAAATTGGTCTCCACTGTGAAATCAATCCTCAATTCA 
GGCCTAAGAAGGGCTCACAGTTGCAACTACTGAGACAAGATGTGGATGAAATCAAATCTA 
AACTCGATACTCTTCTGGCCAATGACAGCGTTTTCGTTCATCTTTTACAACAGATTCCCA 
TGGGCAATAGCCTTTTGAATAAGCTCAATCTGCATCCAACTCCAACTCCGGGTACTATTA 
TCCCTAACCCAGATTCTTCTCCTTCCTCAGGTTCTCCAACTTCTTCCGCGGCTCAACGAG 
ATTCTAAGGTTTCAGTTCAAACTTATTTGTCCAGGGAACCCCAACTCTTACAAGCAAATC 
AGGGCAGCAATACGAATAAATTTAAAGCAAATAATGAAGCATCTTCTCACATGACGTTGC 
GCGCATCTTCTTTAGCGCAAGATTCGAAAGGCTTGGTTGCAACAGAGCCAAATAAGCTGC 
CCCCGCTGCTAAATGACTCAGCATTGCCTAATAATTCAAAAGAATCTTTACCTCCTGCTT 
TGCAAATGGCTTTTTATAAGAACAACTCTGCAGGTAACACTCCGAACGGCCCCTTCTCTC 
CAATTCAAAAAACATATTCCCCTCATACTACGTCGACCACCGTTACAACGACAACAAATC 
AACCACCATTTGCAGCAACAAGCCACGTAGCAACAAATAACAATGCAGATAGGACGAAGA 
CGCCGGTAGTAGCCACCACCACGACTATGCCATTATTGCCTTCGCCGCATGCAAATGTAG 
ATGAGTTTGTACTGGGCGATATTAGTATTTCCATTGAAAAAGCGAATAGATTACACCATA 
TTTTCGTGACTAGGTATCTGCCGTATTTTCCTATTATGTATTCCAATAACGCCACCGAAT 
TATACTCCCAATCTCAGTTGCTTTTCTGGACCGTGATGTTGACGGCATGTCTGTCTGATC 
CTGAACCGACGATGTATTGCAAGCTAAGCTCTTTGATCAAGCAACTTGCCATAGAGACCT 
GCTGGATAAGAACACCTAGATCCACACATATTTCGCAAGCTTTGTTAATATTGTGCATTT 
GGCCTTTGCCTAACCAAAAAGTCCTAGATGATTGTTCTTACCGTTTTGTAGGATTAGCAA 
AGTCACTGTCTTATCAATTAGGTTTGCACAGAGGTGAATTCATTTCTGAATTCACAAGAA 
CTCAAACATCAATGCCAAATGCAGAAAAGTGGAGAACTAGGACTTGGCTGGGAATATTTT 
TTGCCGAACTTTGTTGGGCGAGTATCCTTGGTTTGCCACCAACTTCACAGACAGACTATT 
TATTAGAAAAAGCCTTATCCTGTGGTGACGAAGAATCAGAAGAAGATAACAATGACAGTA 
TTGACAATAACAACAATGATAAAAGGAACAAGAAAGACGAGCCGCACGTTGAAAGTAAAT 
ACAAACTACCGGGCAGTTTTAGAAGATTGCTCAGCCTGGCGAATTTCCAAGCAAAATTGT 
CTCATATCATTGGTTCTTCCACTTCCAGTCCTGATGGTTTATTGGAACCAAAGTATCGTG 
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CTGAGACACTGTCCATCTTGGGAAAAGAGTTAGATTTATTAGCAAAAACTTTAAATTTCC 
AGAGTGACGATACTGTCAACATTTATTTTCTTTATGTTAAATTAACTGTCTGTTGTTTTG 
CATTCCTACCCGAAACACCTCCTACCGATCAAATTCCATATGTCACAGAGGCCTATCTAA 
CAGCTACTAAAATTGTCACTCTATTGAATAATCTTTTAGAAACACACCAATTAATTGAAC 
TGCCTATTTATATTAGACAAGCTGCTACATTTTCTGCACTGATTCTCTTTAAATTGCAGT 
TGACTCCTTTACTTCCTGACAAATATTTTGATTCAGCAAGGGAATCCGTGGTCACTATCC 
ATAGACTTTATAGAAATCAGTTAACTGCGTGGGCCACTAGTGTTGAGAATGATATTTCGA 
GAACTGCAAGTATGTTAGAAAAACTGAACTTCGTACTGATCATGCATCCAGAAGTTTTTG 
TGGAAGAAGACGGTATTATTTCTAGGATGAGATCACATTTAACAGGGTCTCTATTCTATG 
ATTTGGTTTGGTGTGTTCACGAGGCGAGAAGAAGGGAAATGGATCCCGAATATAACAAGC 
AAGCCTTAGAGAAAGCCGCTAAGAAAAGAAAATTTTCCTCAAATGGTATCTACAATGGCA 
CTTCGTCTACGGGTGGCATAACGGACAGAAAACTATATCCATTGCCACTATATAACCATA 
TCTCCAGAGATGACTTTGAAACTGTAACAAAAACAACACCAAGTGGAACCACTGTTACCA 
CTTTAGTTCCTACTAAGAATGCCTTAAAGCAGGCAGAAAAGCTAGCCAAGACAAATAACG 
GAGATTCTGACGGTTCTATAATGGAGATTAACGGGATACCTCTTTCCATGCTCGGGGAAA 
CAGGCAGCGTAAAATTTCAAAGTTTATTCGCTAATACCTCGAATAGTAACGATTATAATA 
ATAATAGGACGTTATTGGATGCGTCTAATGACATATCAATTCCCTCTAATTCAATTTATC 
CAGTGGCTTCTGTCCCCGCTTCGAATAACAATCCACAAAGTACTAAGGTAGACTATTATA 
GTAACGGACCTAGTGTAATTCCTGATCTCTCCATGAAAAGATCAGTAAGCACTCCCGTTA 
ATCATTTTCCTGCGTCCGTTCCAGGGTTAAGGAACCACCCCGTTGGCAACTTATCTAATA 
ATGTTACATTGGGAATAGACCACCCTATTCCAAGGGAGCACAGTAATTTACAAAATGTCA 
CCATGAATTATAATAATCAATTCAGCAACGCCAACGCGATTGGAAGATCACAAAGTAGTA 
TGTCCCATTCACGTACACCTTTGTTTCGGTCAATATATGACAGTTGGATTCCGCGTCCGA 
CCCCGGTCCTCTAA 

YBL066C, 1057 aa (SEQ ID NO 10) 

MVKDNRDSDQDQDFSSAHMKRQPEQQQLQQHQFPSKKQRISHHDDSHQINHRPVTSCTHC 
RQHKIKCDASQNFPHPCSRCEKIGLHCEINPQFRPKKGSQLQLLRQDVDEIKSKLDTLLA 
NDSVFVHLLQQIPMGNSLLNKLNLHPTPTPGTIIPNPDSSPSSGSPTSSAAQRDSKVSVQ 
TYLSREPQLLQANQGSNTNKFKANNEASSHMTLRASSLAQDSKGLVATEPNKLPPLLNDS 
ALPNNSKESLPPALQMAFYKNNSAGNTPNGPFSPIQKTYSPHTTSTTVTTTTNQPPFAAT 
SHVATNNNADRTKTPWATTTTMPLLPSPHANVDEFVLGDISISIEKANRLHHIFVTRYL 
PYFPIMYSNNATELYSQSQLLFWTVMLTACLSDPEPTMYCKLSSLIKQLAIETCWIRTPR 
STHISQALLILCIWPLPNQKVLDDCSYRFVGLAKSLSYQLGLHRGEFISEFTRTQTSMPN 
AEKWRTRTWLGIFFAELCWASILGLPPTSQTDYLLEKALSCGDEESEEDNNDSIDNNNND 
KRNKKDEPHVESKYKLPGSFRRLLSLANFQAKLSHIIGSSTSSPDGLLEPKYRAETLSIL 
GKELDLLAKTLNFQSDDTVNIYFLYVKLTVCCFAFLPETPPTDQIPYVTEAYLTATKIVT 
LLNNLLETHQLIELPIYIRQAATFSALILFKLQLTPLLPDKYFDSARQSWTIHRLYRNQ 
LTAWATSVENDI SRTASMLEKLNFVLIMHPEVFVEEDGII SRMRSHLTGSLFYDLVWCVH 
EARRREMDPEYWKQALEKAAKKRKFSSNGIYNGTSSTGGITDRKLYPLPLYNHISRDDFE 
TVTKTTPSGTTVTTLVPTKNALKQAEKLAKTNNGDSDGSIMEINGIPLSMLGETGSVKFQ 
SLFANTSNSNDYNNNRTLLDASNDI SI P SNS I YPVASVPASNNNPQSTKVDYYSNGPSVI 
PDLSMKRSVSTPViraFPASVPGLRNHPVGNLSNNVTLGIDHPIPREHSNLQNVTMNYNNQ 
F SNANAIGRSQS SMSHSRTPLFRS I YDSWIPRPTPVL 

YBL078C, 854 bp, CDS: 501-854 (SEQ ID NO 11) 

TAGTGGAGTACGAATTAGTTAAAGATACTATCGACTTTGAAGCCATTGTCAAAGAACATT 
TTGATATGTTAAGCAAGACCTGTAGATCCGACATTGCCAAATATGACGGCTCAAAGACAG 

ACCCAATTGGTGATGAAGAACAATCTATTAATGACACCATTTTCAAATTAAAAGTGTTCA 
AATTATGAAAACAACTCATATAAATACGTACAAATTTTTCTCTACTCGAAGTGATATAGA 
TGTATATGTGTAAGTTTACGTTTAAGTTAGAGTCATGTAATGCTAACTGTCTCCACCGAT 
AATGTTGTATAATACCCGTGAAATCATAGCACATGATATATCATCACCCGGAGGCCGGTT 
ATTTTCGGCGGCGGCAAAAATATTTGGTATAATTATGGAAATACAAAAAGGGGAACCATT 
AAAGGTTGAG6AGGGGATTGATAAGAGAATCTAATAATTGTAAAGTTGAG2\AAATCATAA 
TAAAAATAATTACTAGAGACATGAAGTCTACATTTAAGTCTGAATATCCATTTGAAAAAA 
GGAAGGCGGAGTCGGAGAGGATTGCTGACAGGTTCAAGAATAGGATACCTGTGATTTGCG 
AAAAAGCTGAAAAGTCAGATATTCCAGAGATTGATAAGCGTAAATATCTAGTTCCTGCTG 
ACCTTACCGTAGGGCAATTTGTTTATGTTATAAGAAAGAGAATTATGCTACCCCCTGAGA 
AGGCCATCTTCATTTTTGTCAATGATACTTTGCCACCTACTGCGGCGTTGATGTCTGCCA 
TATATCAAGAACACAAGGATAAGGACGGGTTTTTGTATGTCACTTACTCAGGAGAAAATA 
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CATTTGGCAGGTAG 

YBL078C, 117 aa (SEQ ID NO 12) 

MKSTFKSEYPFEKRKAESERIADRFKNRIPVICEKAEKSDIPEIDKRKYLVPADLTVGQF 
VYVIRKRIMLP PEKAIF I FVNDTL P PTAALMSAI YQEHKDKDGFLYVTYSGENTFGR 

YBR072W, 1145 bp, CDS: 501-1145 (SEQ ID NO 13) 

GCAGCAGCAACTCCGTGTGTACCCCTAACTCCGTGTGTACCCCTAAAGAACCTTGCCTGT 

CAAGGTGCATTGTTGGATCGGAATAGTAACCGTCTTTACATGAACATCCACAACCAACGA 

AAGTGCTTTTTCAAGCATTGCTTGATTTCTAGAAAGATCGATGGTTATTCCCTCCCCCTT 

ATGCGTCCAAAAATATAGGGTGCTCGTAACAGTAAGGTATTCGCACTTAGCGTGCTCGCA 

ACACAAAATTAAGTAATATGCGAGTTTTAGATGTCCTTGCGGATCTATGCACGTTCTTGA 

GTGGTATTTCATAACAACGGTTCTTTTTCACCCTTATTCCTAAACATATAAATAGGACCT 

CCATTAGTTAGAGATCTGTTTTTAATCCATTCACCTTTCATTCTACTCTCTTATACTAAT 

AAAACCACCGATAAAGATATATCAGATCTCTATTAAAACAGGTATCCAAAAAAGCAAACA 

AACAAACTAAACAAATTAACATGTCATTTAACAGTCCATTTTTTGATTTCTTTGACAACA 

TCAACAACGAAGTTGATGCCTTTAACAGATTGCTGGGTGAAGGCGGCTTAAGAGGCTACG 

CACCAAGACGTCAGTTAGCAAACACACCCGCAAAGGATTCTACTGGCAAGGAAGTTGCTA 

GACCAAATAACTATGCTGGCGCTCTTTATGATCCCAGAGATGAAACCTTAGATGATTGGT 

TCGACAATGACTTGTCCCTGTTCCCATCTGGTTTCGGTTTCCCTAGAAGT6TCGCAGTTC 

CAGTTGATATTTTGGACCATGACAACAACTACGAGTTGAAAGTCGTGGTTCCTGGTGTCA 

AAAGCAAGAAGGACATTGATATTGAGTACCATCAAAACAAGAACCAAATTTTGGTTTCTG 

GTGAAATTCCATCTACCTTGAATGAAGAGAGTAAAGACAAGGTCAAGGTCAAGGAGAGCA 

GCTCTGGTAAGTTCAAGAGAGTCATCACTTTGCCAGACTACCCAGGTGTGGATGCAGACA 

ACATTAAAGCAGACTACGCAAATGGTGTTTTGACATTAACAGTTCCAAAATTGAAGCCTC 

AGAAGGATGGTAAGAACCACGTCAAGAAGATTGAGGTTTCTTCTCAAGAATCGTGGGGTA 

ACTAA 

YBR072W, 214 aa (SEQ ID NO 14) 

MSFNSPFFDFFDNINNEVDAFNRLLGEGGLRGYAPRRQLANTPAKDSTGKEVARPNNYAG 
ALYDPRDETLDDWFDNDLSLFPSGFGFPRSVAVPVDILDHDNNYELKVWPGVKSKKDID 
lEYHQNKNQILVSGEIPSTLNEESKDKVKVKESSSGKFKRVITLPDYPGVDADNIKADYA 
NGVLTLTVPKLKPQKDGKNHVKKIEVSSQESWGN 

YBR073W, 3377 bp, CDS: 501-3377 (SEQ ID NO 15) 

AGAAGGATGGTAAGAACCACGTCAAGAAGATTGAGGTTTCTTCTCAAGAATCGTGGGGTA 

ACTAAAGTGACCTGGCTCTATAGTGTTGTCCCTCTCGCGAGGACCATTGTTGCTTGCATA 

TGGCTTGAAACATATGTCATCACATCTGAGCGATTTTACCTCTTAGAATTAGTTTAGATA 

TATATGAGTTGATGAATAAATAGTTATAAAAACTTGCTTTGGCTTCGATATATGACCGTT 

ATTTTTGACTAAGTTTTAACGAAGGAATCTAACCTCGTTCTTGTAATTACCAAAATCTTC 

AACAACGCGCTGTTGGAGGTATCTCTATGGATGTGGCTTGAAATATGGATGTCTTGCCTA 

CTTCTACTTCTGGGAAAGGCATTTTTACTCGATCGCGTTAATATATGCATCAAGAAAATA 

AAAAATAAAACGCGAAGAGCTAAAAAAAAAAAAGAAAACCTACTATAAATAACCGATTAG 

AATCGAGTTTTTGTATTGAAATGGCGGTAATAAGCGTTAAACCTCGACGAAGAGAGAAGA 

TCCTACAGGAGGTAAAAAACAGCTCGGTATATCAAACGGTATTTGATTCCGGTACTACTC 

AAATGCAGATACCGAAATATGAGAACAAGCCATTCAAGCCTCCAAGAAGGGTTGGATCAA 

ATAAGTACACACAACTCAAACCAACCGCCACTGCAGTCACAACAGCCCCTATATCTAAAG 

CCAAAGTTACTGTCAACTTGAAAAGAAGCATTTCGGCGGGACCTACTTTAAATCTTGCCA 

AGAAGCCGAATAATCTGTCCTCAAATGAAAACACTAGATATTTTACTATCATGTACAGGA 

AGCCTACTACCAAAAAGCACAAGACTTGGAGTGGTGATGGCTACGCTACCTTAAAAGCCA 

GTAGCGATAAGTTATGCTTTTATAACGAAGCAGGGAAATTTCTTGGGTCAAGTATGCTAC 

CAAGTGATTCAGATTCTCTCTTCGAAACTCTTTTCAAAGCAGGCTCCAATGAAGTACAAT 

TGGATTACGAATTGAAGGAAAATGCAGAAATACGTAGCGCCAAAGAAGCCTTATCACAAA 

ACATGGGAAATCCCAGCCCACCGACCACAAGCACAACAGAAACAGTGCCTTCTACGAAGA 

AT6ACGGTGGCAAATACCAAATGCCTCTGTCTCAGCTGTTTTCACTAAACACTGTGAAAA 

GATTCAAATCAGTAACAAAGCAAACAAATGAACACATGACCACAGTACCTAAAACCAGTC 

AAAATTCCAAAGCCAAAAAATATTATCCAGTATl'TGATGTCAACAAAATCGATAATCCTA 

TAGTAATGAACAAAAATGCAGCCGCTGAAGTTGACGTAATTGTTGATCCATTACTGGGCA 

AATTCTTGCGCCCTCATCAGAGGGAAGGGGTGAAGTTCATGTATGATTGCTTAATGGGCT 

TGGCAAGACCAACTATTGAAAATCCGGATATCGATTGTACTACTAAAAGTTTAGTGTTAG 
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AAAATGACTCAGATATTAGTGGATGCCTTTTGGCTGATGATATGGGTTTAGGTAAAACAC 
TAATGAGTATAACTTTGATTTGGACATTAATTAGGCAAACTCCTTTTGCATCAAAAGTTT 
CATGTTCGCAATCAGGCATACCATTAACTGGACTTTGTAAGAAGATTTTAGTCGTTTGTC 
CCGTTACTTTAATAGGAAATTGGAAAAGAGAATTTGGAAAATGGTTAAATTTGTCAAGAA 
TAGGTGTTTTGACATTAAGCTCAAGGAATTCTCCTGATATGGATAAAATGGCTGTCAGAA 
ATTTTTTAAAAGTGCAACGAACTTATCAAGTCTTGATTATTGGCTACGAAAAACTCTTGA 
GTGTTTCTGAAGAATTAGAGAAAAATAAACATTTGATTGACATGCTGGTGTGTGACGAAG 
GCCATCGACTAAAAAACGGGGCTTCTAAAATTTTAAATACGCTGAAGAGTTTAGACATAA 
GAAGGAAGCTTTTGCTTACGGGAACTCCTATACAAAATGATCTTAATGAGTTTTTCACTA 
TTATAGATTTCATAAACCCAGGAATCCTTGGAAGCTTCGCTTCTTTCAAAAGAAGATTCA 
TTATCCCTATAACTAGAGCCAGAGACACTGCAAACAGATACAACGAAGAATTGTTGGAAA 
AGGGGGAAGAAAGGTCAAAAGAGATGATAGAAATTACGAAAAGATTTATTTTGAGACGAA 
CAAATGCGATTTTAGAAAAGTACCTTCCTCCAAAGACGGATATAATTTTATTCTGTAAAC 
CATACAGCCAACAGATATTGGCATTCAAAGATATTTTGCAGGGCGCACGTTTAGATTTTG 
GACAATTGACGTTCAGTTCTTCGCTAGGACTAATAACATTACTGAAAAAGGTTTGTAACT 
CTCCTGGATTGGTTGGCTCAGATCCCTATTACAAATCACATATAAAGGATACCCAATCTC 
AGGACAGCTATAGTCGTTCTTTGAACTCTGGTAAGTTAAAGGTATTAATGACATTACTAG 
AAGGTATTAGGAAGGGTACCAAGGAGAAGGTCGTCGTAGTGTCTAACTACACTCAAACAT 
TGGATATAATTGAAAATTTGATGAATATGGCTGGGATGTCACATTGCAGACTCGACGGTT 
CCATACCTGCTAAACAAAGGGACTCTATCGTCACATCTTTCAATCGGAATCCAGCCATAT 
TTGGATTCTTGTTGAGTGCAAAATCGGGAGGTGTAGGATTGAATCTAGTCGGTCGTTCGC 
GACTTATTTTATTTGATAATGATTGGAATCCTTCAGTAGATTTGCAAGCGATGTCACGAA 
TTCATAGAGATGGTCAAAAAAAGCCGTGCTTCATATATAGACTTGTCACAACTGGGTGTA 
TCGATGAGAAAATATTGCAAAGGCAATTAATGAAGAACAGTTTGAGCCAAAAATTTCTAG 
GTGACTCGGAGATGAGAAATAAAGAATCTTCTAATGATGATCTTTTCAATAAAGAGGACT 
TGAAGGACCTGTTTTCTGTCCATACAGATACCAAGAGTAACACACATGACTTAATTTGTT 
CTTGCGATGGTTTAGGT6AGGAAATTGAATATCCTGAAACAAATCAACAGCAGAACACCG 
TAGAGCTGAGAAAGGGTAGCACTACGACATGGACAAGTGCGCTGGATTTACAAAAGAAAA 
TGAATGAAGCAGCCACCAACGATGATGCCAAAAAGTCACAATACATTAGGCAATGTCTCG 
TTCATTATAAGCATATCGATCCAGCAAGACAAGATGAATTATTTGATGAGGTTATCACAG 
ATTCGTTCACCGAATTGAAAGATAGTATTACCTTTGCGTTTGTAAAGCCCGGCGAGATAT 
GTCTCAGAGAACAATGA 

YBR073W, 958 aa (SEQ ID NO 16) 

MAVISVKPRRREKILQEVKNSSVYQTVFDSGTTQMQIPKYENKPFKPPRRVGSNKYTQLK 
PTATAVTTAPI SKAKVTVNLKRS I S AGPTLNLAKKPNNLS SNENTRYFTIMYRKPTTKKH 
KTWSGDGYATLKASSDKLCFYNEAGKFLGSSMLPSDSDSLFETLFICAGSNEVQLDYELKE 
NAEIRSAKEALSQNMGNPSPPTTSTTETVPSTKNDGGKYQMPLSQLFSLNTVKRFKSVTK 
QTNEHMTTVPKTSQNSKAKKYYPVFDVNKIDNPIVMNKNAAAEVDVIVDPLLGKFLRPHQ 
REGVKFMYDCLMGLARPTIENPDIDCTTKSLVLENDSDISGCLLADDMGLGKTLMSITLI 
WTLIRQTPFASKVSCSQS6IPLTGLCKKILWCPVTLIGNWKREFGKWLNLSRIGVLTLS 
SRNSPDMDKMAVRNFLKVQRTYQVLIIGYEKLLSVSEELEKNKHLIDMLVCDEGHRLKNG 
ASKILNTLKSLDIRRKLLLTGTPIQNDLNEFFTIIDFINPGILGSFASFKRRFIIPITRA 
RDTANRYNEELLEKGEERSKEMIEITKRFILRRTNAILEKYLPPKTDIILFCKPYSQQIL 
AFKDILQGARLDFGQLTFSSSLGLITLLKKVCNSPGLVGSDPYYKSHIKDTQSQDSYSRS 
LNSGKLKVLMTLLEGIRKGTKEKVVWSNYTQTLDIIENLMNMAGMSHCRLDGSIPAKQR 
DSIVTSFNRNPAIFGFLLSAKSGGVGLNLVGRSRLILFDNDWNPSVDLQAMSRIHRDGQK 
KPCFIYRLVTTGCIDEKILQRQLMKNSLSQKFLGDSEMRNKESSNDDLFNKEDLKDLFSV 
HTDTKSNTHDLICSCDGLGEEIEYPETNQQQNTVELRKRSTTTWTSALDLQKKMNEAATN 
DDAKKSQYIRQCLVHYKHIDPARQDELFDEVITDSFTELKDSITFAFVKPGEICLREQ 

YBR086C, 3341 bp, CDS: 501-3341 (SEQ ID NO 17) 
AGATCCTAAAACAGCACGAAGCATATTATTGCGCATAATTTGTTCTTGTAGGATCTTTTC 
TTGACATTTTTTTTCACTCTGCGAGAAACTTCTCTTTTTTTTTCCTTCTAGGGACGAAAA 
CAAACAAGGGCACTTTTTTTTATCTTTTTTTTTTCTCTGTTGTTTTCAAAACAAAAAGAT 

TCCACCACTACATCAGTGTGAAAGACTGTAAAAGCTTTCTGATAAATAAGCACTTTCCAT 
ATTTTTCAACTGAAAAATAGTTTTCTTTTTGCAGCTATTATTGACTTCATTAAGAAATAT 
CCCTTTTTTCCCCGTTGCAATTATTTCTATAAGGGAAGCTGGAAATAGGGGGCTGGAAAA 
GATATTTGAACAGTCGCTCCAATAACCGTTCTCACCATCATTAACATTTTTGAAGGTGAA 
TACTGTTTCGGTCGATTTATGGCTAATTTGTCAAATACATTTGAAAAAGATTAAAACAAG 
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CACAAGCGGTTGAGCATACTATGTCGCAGACAATTACATCTCTAGATCCGAATTGTGTTA 
TTGTATTCAATAAAACTTCGAGTGCAAACGAGAAGAGTTTGAATGTCGAATTCAAACGTT 
TGAATATACATTCTATTATCGAACCTGGCCATGATCTGCAAACAAGCTATGCGTTTATTA 
GAATCCATCAGGATAATGCGAAACCGCTTTTTTCATTTTTGCAGAATCTGGACTTCATTG 
AATCCATCATACCATATCATGATACTGAATTGTCCGATGATTTGCATAAACTGATTTCTA 
TCAGCAAATCAAAAATACTGGAGGCTCCAAAACAGTATGAGTT6TACAACCTATCGAATT 
TGACCAATAATCCCAT^CAATCCTTATATTTTGCATTCTTACAGAACTATATAAAATGGT 
TGATTCCCTTCTCCTTTTTTGGATTATCAATTAGATTTTTATCTAATTTTACGTATGAAT 
TCAATTCCACATACTCGCTGTTCGCCATCCTATGGACArTGTCATTTACAGCCTTTTGGC 
TTTATAAATATGAACCATTTTGGTCTGATAGACTGAGTAAATACTCATCATTTTCTACCA 
TTGAGTTTCTTCAAGATAAACAGAAAGCCCAAAAAAAAGCTAGTTCGGTTATCATGTTGA 
AGAAATGTTGTTTTATTCCTGTGGCTTTGTTGTTTGGCGCAATATTACTATCATTCCAGC 
TATATTGTTTTGC6TTGGAAATTTTCTACAAGCAAATTTATAACGGCCCAATGATTTCCA 
TCTTGTCTTTTTTGCCTACTATACTTATTTGCACGTTTACTCCGGTTTTAACTGTGATTT 
ACAACAAATATTTCGTAGAACCAATGACAAAGTGGGAAAATCATAGCAGTGTTGTGAATG 
CAAAGAAATCTAAAGAAGCTAAGAACTTTGTTATTATTTTTCTATCCAGTTACGTTCCCC 
TATTAATTACACTATTTCTTTATCTGCCAATGGGGCATTTGTTGACCGCAGAAATAAGAA 
CTAAGGTTTTCAATGCCTTTTCAATATTGGCCCGTTTACCTACCCATGATTCAGATTTTA 
TTATTGATACAAAGCGCTATGAAGATCAATTTTTCTACTTTATTGTTATCAACCAACTGA 
TTCAATTTAGCATGGAAAACTTTGTTCCAAGCCTTGTTAGCATTGCTCAGCAGAAAATTA 
ATGGACCAAATCCTAACTTTGTCAAAGCTGAGAGTGAAATCGGTAAAGCTCAACTCAGCT 
CATCAGATATGAAAATTTGGTCAAAGGTTAAGTCGTACCAAACAGACCCCTGGGGAGCAA 
CATTTGATTTGGACGCCAACTTCAAAAAGCTTCTTCTACAATTCGGGTATCTTGTTATGT 
TTTCTACAATTTGGCCACTAGCTCCATTTATCTGTTTGATAGTCAATTTGATTGTTTACC 
AAGTCGATTTGAGGAAAGCTGTGCTTTATAGTAAACCTGAGTATTTTCCATTTCCAATCT 
ACGATAAGCCATCCTCTGTGTCTAATACCCAAAAACTGACGGTTGGTCTATGGAACTCTG 
TCTTAGTTATGTTCTCCATCTTAGGTTGTGTTATCACTGCTACTTTGACCTATATGTACC 
AGAGCTGTAATATACCAGGTGTCGGCGCTCATACTTCCATCCATACGAATAAAGCTTGGT 
ACCTAGCAAATCCAATAAACCACTCGTGGATAAATATTGTACTATATGCTGTTTTTATTG 
AGCATGTTAGTGTTGCTATTTTCTTCCTTTTCTCTAGTATTTTGAAATCTTCCCATGATG 
ACGTTGCAAATGGCATTGTGCCAAAGCATGTAGTTAACGTGCAAAACCCACCAAAACAAG 
AAGTCTTTGAAAAAATTCCCTCCCCTGAATTTAATTCGAATAACGAAAAA6AACTAGTTC 
AAAGAAAAGGGTCTGCGAATGAGAAGTTGCACCAAGAACTCGGTGAGAAACAGCCTGCCT 
CTTCTGCCAATGGATATGAGGCACATGCTGCCACTCATGCCAACAATGATCCGTCTTCTT 
TATCCTCAGCCTCCTCGCCTTCATTATCTTCTTCTTCTTCTAGCAGCAAAACCGGTGTAG 
TCAAAGCTGTTGATAACGATACAGCCGGATCTGCTGGTAAAAAGCCATTGGCCACAGAAA 
GTACTGAAAAAAGAAATTCTTTGGTGAAGGTGCCTACCGTTGGCTCATATGGTGTTGCGG 
GCGCCACTTTACCAGAAACAATTCCAACATCTAAAAATTACTACTTAAGGTTTGATGAGG 
ACGGTAAATCCATTAGGGATGC6AAATCCAGTGCAGAATCTTCCAACGCCACCAATAACA 
ACACCTTAGGCACGGAAAGTAAGCTTTTGCCAGATGGTGACGCCGTTGATGCACTAAGTA 
GAAAAATTGATCAAATACCCAAAATTGCTGTTACTGGTGGCGAAAATAACGAAAATACCC 
AGGCCAAAGACGATGCTGCCACTAAGACTCCACTCATTAAAGATGCAAATATTAAGCCTG 
TTGTCAACGCAGCTGTTAACGATAACCAATCGAAGGTTTCAGTGGCTACTGAACAAACAA 
AAAAGACTGAAGTAAGCACGAAAAATGGCCCATCAAGATCTATTTCCACGAAGGAAACTA 
AGGATTCTGCGAGACCATCTAATAACAATACTACTACTACTACTACTACAGATGCTACTC 
AGCCCCACCATCATCATCACCACCACCGCCATCGTGATGCTGGAGTGAAGAATGTCACGA 
ACAATTCTAAGACAACCGAATCCTCTTCCTCTTCATCGGCGGCAAAGGAAAAACCAAAAC 
ATAAAAAGGGGCTATTGCATAAGCTGAAAAAGAAGCTTTAA 

YBR086C, 946 aa (SEQ ID NO 18) 

MSQTIT SLDPNCVI VFNKTS SANEKSLNVEFKRLNIHS I IE PGHDLQTS YAF I RI HQDNA 
KPLFSFLQNLDFIESIIPYHDTELSDDLHKLISISKSKILEAPKQYELYNLSNLTNNPKQ 
SLYFAFLQNYIKWLIPFSFFGLSIRFLSNFTYEFNSTYSLFAILWTLSFTAFWLYKYEPF 
WSDRLSKYSSFSTIEFLQDKQKAQKKASSVIMLKKCCFIPVALLFGAILLSFQLYCFALE 
IFYKQIYNGPMISILSFLPTILICTFTPVLTVIYNKYFVEPMTKWENHSSWNAKKSKEA 
KNFVIIFLSSYVPLLITLFLYLPMGHLLTAEIRTKVFNAFSILARLPTHDSDFIIDTKRY 
EDQFFYFIVINQLIQFSMENFVPSLVSIAQQKINGPNPNFVKAESEIGKAQLSSSDMKIW 
SKVKSYQTDPWGATFDLDANFKKLLLQFGYLVMFSTIWPLAPFICLIVNLIVYQVDLRKA 
VLYSKPEYFPFPIYDKPSSVSNTQKLTVGLWNSVLVMFSILGCVITATLTYMYQSCNIPG 
VGAHTSIHTNKAWYLANPINHSWINIVLYAVFIEHVSVAIFFLFSSILKSSHDDVANGIV 
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PKHWNVQNPPKQEVFEKIPSPEFNSNNEKELVQRKGSANEKLHQELGEKQPASSANGYE 
AHAATHANNDPSSLSSASSPSLSSSSSSSKTGVVKAVDNDTAGSAGKKPLATESTEKRNS 
LVKVPTVGSYGVAGATLPETIPTSKNYYLRFDEDGKSIRDAKSSAESSNATNNNTLGTES 
KLLPDGDAVDALSRKIDQIPKIAVTGGENNENTQAKDDAATKTPLIKDANIKPWNAAVN 
DNQSKVSVATEQTKKTEVSTKNGPSRSISTKETKDSARPSNNNTTTTTTTDATQPHHHHH 
HHRHRDAGVKNVTNNSKTTESSSSSSAAKEKPKHKKGLLHKLKKKL 

YBR093C, 1904 bp, CDS: 501-1904 (SEQ ID NO 19) 

ACGTATTTGGAAGTCATCTTATGTGCGCTGCTTTAATGTTTTCTCATGTAAGCGGACGTC 
GTCTATAAACTTCAAACGAAGGTAAAAGGTTCATAGCGCTTTTTCTTTGTCTGCACAAAG 
AAATATATATTAAATTAGCACGTTTTCGCATAGAACGCAACTGCACAATGCCAAAAAAAG 
TAAAAGTGATTAAAAGAGTTAATTGAATAGGCAATCTCTAAATGAATCGATACAACCTTG 
GCACTCACACGTGGGACTAGCACAGACTAAATTTATGATTCTGGTCCCTGTTTTCGAAGA 
GATCGCACATGCCAAATTATCAAATTGGTCACCTTACTTGGCAAGGCATATACCCATTTG 
GGATAAGGGTAAACATCTTTGAATTGTCGAAATGAAACGTATATAAGCGCTGATGTTTTG 
CTAAGTCGAGGTTAGTATGGCTTCATCTCTCATGAGAATAAGAACAACAACAAATAGAGC 
AAGCAAATTCGAGATTACCAATGTTTAAATCTGTTGTTTATTCAATTTTAGCCGCTTCTT 
TGGCCAATGCAGGTACCATTCCCTTAGGCAAACTAGCCGATGTCGACAAGATTGGTACCC 
AAAAAGATATCTTCCCATTTTTGGGTGGTGCCGGACCATACTACTCTTTCCCTGGCGACT 
ATGGTATTTCTCGTGATTTGCCTGAAGGTTGTGAAATGAAGCAACTGCAAATGGTTGGTA 
GACATGGTGAAAGATACCCTACT6TCAGTCTGGCTAAGACTATCAAGAGTACATGGTATA 
AGTTGAGCAATTACACTCGTCAATTCAACGGCTCATTGTCATTCTTGAACGATGATTACG 
AGTTTTTCATCCGTGATGACGATGATTTGGAAATGGAAACCACTTTTGCCAACTCGGACG 
ATGTTTTGAACCCATACACTGGTGAAATGAACGCCAAGAGACATGCTCGTGACTTCTTGG 
CTCAATACGGTTACATGGTCGAAAACCAAACCAGTTTCGCCGTTTTTACCTCTAATTCTA 
AGAGATGTCATGACACTGCTCAATATTTCATT6ATG6TTTAGGTGACCAATTCAACATCA 
CCTTGCAGACTGTCAGTGAAGCTGAATCCGCTGGTGCCAACACTTTGAGTGCTTGTAACT 
CATGTCCTGCTTGGGACTACGATGCCAATGATGACATTGTAAATGAATACGACACAACCT 
ACTTGGATGACATTGCCAAGAGATTGAACAAGGAAAACAAGGGTTTGAACTTGACCTCAA 
CTGACGCTAGTACTTTATTCTCGTGGTGTGCATTTGAAGTGAACGCTAAAGGTTACAGTG 
ATGTCTGTGATATTTTCACCAAGGATGAATTAGTCCATTACTCCTACTACCAAGACTTGC 
ACACTTATTACCATGAGGGTCCAGGTTACGACATTATCAAGTCTGTCGGTTCCAACTTGT 
TCAATGCCTCAGTCAAATTATTAAAGCAAAGTGAGATTCAAGACCAAAAGGTTTGGTTGA 
GTTTTACCCACGATACCGATATCCTAAACTTTTTGACCACCGCTGGTATAATTGACGACA 
AAAACAACTTAACTGCCGAATACGTTCCATTCATGGGCAACACTTTCCACAGATCCTGGT 
ACGTTCCTCAAGGTGCTCGTGTCTACACCGAAAAATTCCAATGTTCTAACGACACCTACG 
TCAGATACGTCATTAACGATGCTGTTGTTCCAATTGAAACCTGTTCCACTGGTCCAGGGT 
TCTCTTGTGAAATCAATGACTTCTACGACTATGCTGAAAAGAGAGTAGCCGGTACTGACT 
TCCTAAAGGTCTGTAACGTCAGCAGCGTCAGTAACTCTACTGAATTGACCTTCTACTGGG 
ACTGGAACACTACTCATTACAACGCCAGTCTATTGAGACAATAG 

YBR093C, 467 aa (SEQ ID NO 20) 

MFKSWYSILAASLANAGTIPLGKLADVDKIGTQKDIFPFLGGAGPYYSFPGDYGISRDL 
PEGCEMKQLQMVGRHGERYPTVSLAKTIKSTWYKLSNYTRQFNGSLSFLNDDYEFFIRDD 
DDLEMETTFANSDDVLNPYTGEMNAKRHARDFLAQYGYMVENQTSFAVFTSNSKRCHDTA 
QYFIDGLGDQFNITLQTVSEAESAGANTLSACNSCPAWDYDANDDIVNEYDTTYLDDIAK 
RLNKENKGLNLTSTDASTLFSWCAFEVNAKGYSDVCDIFTKDELVHYSYYQDLHTYYHEG 
PGYDIIKSVGSNLFNASVKLLKQSEIQDQKVWLSFTHDTDILNFLTTAGIIDDKNNLTAE 
YVPFMGNTFHRSWYVPQGARVYTEKFQCSNDTYVRYVINDAWPIETCSTGPGFSCEIND 
FYDYAEKRVAGTDFLKVCNVSSVSNSTELTFYWDWNTTHYNASLLRQ 

YBR181C, 1563 bp, exonl : 501-506, intronl: 507-858, exon2 : 
859-1563 (SEQ ID NO 21) 

TAACTTCTCAACATAATTATGTAAAAAATTATCTCATTAAGCCAGATAGCAAATATATCA 
CATATTGCATTGATTAATTTGAGAAAAATATACATGTATCTTTTCAGTTAATTTTATTAA 

AAATAAATTATTTCCTTACTTTTTTTTCTACAGTTTGCACCATTAACCTCTTTTCTTGCA 
TCCATACATCTTTGAACTCCATACATCTTATTTTTTTGCTGTTTTTTTTCAGTGTCTCGG 
GCATACAGGCCGCTTATCTTCATGCCGGCCCATCATCCTAGGAAACTCTTTCGGTATGGG 
CCAAGGGCAGGCGAAAATCCTATGTGCGTGGAGCTGATACAATCTCGGCTGGCTTGGTTT 
GTAGGGCACGGTCAATGAATGCCTGATGGGAGAAAAATTCATCTTTATGAAAAGTGATCT 
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TAATTTGAATAGTGTGCCCTTCAAAACATTTGGAAGTCATTAATTGAAACTATCCAGTGT 
GAATAGACGACTGAGCCATCATGAAGGTATGTAATATCACCCAAATCCTTAGAATTCTAA 
TGAATCAGCACGCGCTAACCGGCTGTTTCTGACTGTTTGATAAACGTATACCCACAAATT 
AGTGCACTATAATAAAAATTCTCAAGAACAACGTTGTTTAAACGAGATAATTCCCTCTAA 
TATACACGTACCGACACTTAGGAAAATATCTCGCTAAGTTCAAATTAAGGAATGAAAAAG 
GAATTTACGAAAAGGGTTTAGAAATATCAATGAAAATAAGAAAAACCTGTAACGGAAGAA 
AGGACAGCAGGGATTC6TTGGAATTTGTCGATATTGGCTTCGGACAACTTTACTAACAAA 
TGGTATTATTTATAACAGTTGAACATTTCTTACCCAGTCAACGGGTCTCAAAAGACCTTC 
GAAATTGATGATGAACACCGTATTCGTGTTTTCTTCGACAAGAGAATCGGTCAAGAAGTC 
GATGGTGAAGCCGTTGGTGATGAATTCAAGGGCTACGTCTTCAAGATCTCTGGTGGTAAC 
GACAAACAAGGTTTCCCAATGAAGCAAGGTGTTTTGTTGCCAACTAGAATCAAGTTGTTG 
TTGACCAAGAACGTTTCTTGTTACAGACCAAGACGTGATGGTGAAAGAAAGAGAAAGTCC 
GTCAGAGGTGCCATTGTTGGTCCAGATTTGGCTGTCTTGGCTTTGGTCATTGTCAAGAAG 
GGT6AACAAGAATTGGAAGGTCTAACTGACACTACTGTTCCAAAGAGATTGGGTCCAAAG 
AGAGCTAACAACATCAGAAAGTTCTTCGGTTTGTCCAAGGAAGATGACGTTCGTGATTTC 
GTCATCAGAAGAGAAGTCACCAAGGGTGAAAAGACTTACACCAAGGCTCCAAAGATCCAA 
AGATTGGTTACTCCTCAAAGATTGCAAAGAAAGAGACACCAAAGAGCTTTGAAGGTCAGA 
AACGCTCAAGCTCAAAGAGAAGCTGCTGCCGAATACGCTCAATTGTTGGCTAAGAGATTG 
TCTGAAAGAAAGGCTGAAAAGGCCGAAATCAGAAAGAGAAGAGCTTCTTCTTTGAAGGCT 
TAA 

YBR181C, 236 aa (SEQ ID NO 22) 

MKLNI S YPVNGSQKTFEIDDEHRIRVFFDKRI GQEVDGEAVGDEFKGYVFKI SGGNDKQG 
FPMKQGVLLPTRIKLLLTKNVSCYRPRRDGERKRKSVRGAIVGPDLAVLALVIVKKGEQE 
LEGLTDTTVPKRLGPKRANNIRKFFGLSKEDDVRDFVIRREVTKGEKTYTKAPKIQRLVT 
PQRLQRKRHQRALKVRNAQAQREAAAEYAQLLAKRLSERKAEKAEIRKRRASSLKA 

YCL007C, 893 bp, CDS: 501-893 (SEQ ID NO 23) 

ATTACTTTAAATTGTTTGTCTATTCCAACATAATCATTAGCAGCACATGTCGAGCAACAG 
ATAAACACAGCAGCGGCACGGTGAACCACATAAGTGTATGTGCACACGCGTGTTTTGTGC 
AGTGTATTACCAACTTGCGCATGCAAGGATATCACACTCCTGTTTCTGCCTCATGTCTTT 
TAAAACGCTTCCACGGGACATGGGTTCTAATTATGGAGAAGATCAAGCTTTGAAATGGCC 
CGTTTACACATTTTGATACAACCGTAGACGGCGTCTCGTTTCAAAGACCGTGTGGTTGTC 
TATCAGTATATACTCATTGTGTTTTTCAAAAAATCTCTGGGTTGTTTAGATGCCACTATA 
TTTCTATTCGTATTTATTTTTATGTATACTTATTTTGCTTATTTTTCTTATACTCAGGAA 
ACGTCACTTGGCTTGATATACTCGACGCTTTATTCTGCAAATTCAGGTCTCAAATCTGAA 
CGGCGTGGAGCCACCAAGGGATGGAGCTGGCAAAGGAACGTAATGGCCCACATCAAAAAC 
ATCATGGCCAATGTCAAAATCACTGTACTTCTCCAAACACTGTACGACAAAACAAAACAA 
ACAAACTCTTGTTAGTAAAAAAGAAAGGGAAACTAGTAATATGGAGACACATCGTAAAAA 
AAATGTTGCACATACGCTTGGTTGTTCTTTGGAGCCATTATCCAGAACAGCACGGACATG 
GCACTAACCACTATGAATACACCAACAACAGTATAGCTAAATTGGACGCGCAGAGAGTTA 
GTAGAAGAAGAAGGAAGAAAAGGGAAGCGGAGAGAAGAGATTATGACACATACAAACTAC 
TCATTACTCTTTGTTCTTTATTATTCGTTGGACCTTTGTTTCTTAAAGTATAG 

YCL007C, 130 aa (SEQ ID NO 24) 

MELAKERNGPHQKHHGQCQNHCTSPNTVRQNKTNKLLLVKKKGKLVIWRHIVKKMLHIRL 
WLWSHYPEQHGHGTNHYEYTNNSIAKLDAQRVSRRRRKKREAERRDYDTYKLLITLCSL 
LFVGPLFLKV 

YCL016C, 1430 bp, CDS: 501-1430 (SEQ ID NO 25) 

ACATGACCTAATTTATAGCTTAGGGTTCTTTTTTGTCAATTCTATGCGTATGACAAAGA 

GCACCACGATGGTGATCGAAATCTCTAGGAGTAGCATACCACAGCGATATTATTTAGTAG 

TAGGCGGTTTATTATCTTTGTCCCTTTATACTGTTGTGTTTCTTGCTTATTGCTTCAGTA 

GGCAGCGTATAGTATAACCAGAAAAAAGTGAAAAATAAACTAAAAAAGCACTATGAGATG 

AACGGTAAAAATCCACCAGAGATTTGCTCACTAATAATCCTGTACCATGTCCATCAACCT 

ACATTCCGCACCCGAGTATGATCCATCTTATAAGCTGATCCAGTTGACACCAGAGTTACT 

GGATATAATACAGGATCCGGTTCAAAATCACCAGTTAAGGTTTAAGTCATTGGACAAAGA 

CAAGTCTGAAGTTGTACTGTGTTCGCACGACAAGACTTGGGTGCTGCAAGCAGCGCAAAC 

ATTCAAACACAGTTCTACTAATGAGAGAATTTGTTCCTGAACAACCTATTACTTTCGACG 

AAACGCTCTTGTTTGGACTGTCCAAGCCGTACATGGACGTCGTGGGATTCGCCAAGACTG 
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AATCAGAATTTGAGACCAGAGAGACACATGGCGAATTGAACTTGAATTCAGTACCAATAT 
ACAACGGAGAACTGGATTTCTCCGACAAAATCATGAAGAGGTCATCTACAAAGGTTATCG 
GGACCCTGGAAGAACTACTTGAGAACTCACCATGTTCTGCGCTAGAAGGTATATCAAAAT 
GGCATAAGATTGGTGGATCTGTGAAAGACGGTGTGTTGTGTATTCTTTCACAAGACTTCC 
TTTTCAAAGCACTGCATGTACTACTGATGAGCGCAATGGCAGAATCACTCGATCTACAGC 
ATCTGAATGTTGAGGATACACATCACGCTGTGGGGAAGGACATTGAGGACGAGTTCAATC 
CATACACAAGAGAAATCATTGAAACAGTGCTGAATAAATTTGCTGTTCAAGAGCAAGAGG 
CTGAAAACAATACGTGGCGCTTGAGAATACCGTTTATAGCTCAGTGGTACGGGATTCAAG 
CGCTAAGGAAATATGTTTCTGGAATAAGCATGCCAATTGATGAGTTCCTCATCAAGTGGA 
AGTCCCTTTTCCCACCTTTCTTCCCATGTGACATTGACATTGACATGCTGCGAGGCTATC 
ATTTCAAGCCTACCGATAAGACTGTCCAGTATATAGCGAAAAGCACACTACCAATGGACC 
CCAAAGAACGGTTTAAAGTCCTGTTTAGGCTACAGTCACAGTGGGACTTGGAGGATATCA 
AGCCTCTAATTGAAGAACTAAATTCAAGAGGTATGAAAATAGACAGTTTCATCATGAAGT 
ATGCCCGCCGTAAAAGACTGGGCAAAAAGACCGTGGTCACGAGCAGGTAG 

YCL016C, 309 aa (SEQ ID NO 26) 

MREFVPEQPITFDETLLFGLSKPYMDWGFAKTESEFETRETHGELNLNSVPIYNGELDF 
SDKIMKRSSTKVIGTLEELLENSPCSALEGISKWHKIGGSVKDGVLCILSQDFLFKALHV 
LLMSAMAESLDLQHLNVEDTHHAVGKDIEDEFNPYTREIIETVLNKFAVQEQEAENNTWR 
LRIPFIAQWYGIQALRKYVSGISMPIDEFLIKWKSLFPPFFPCDIDIDMLRGYHFKPTDK 
TVQYIAKSTLPMDPKERFKVLFRLQSQWDLEDIKPLIEELNSRGMKIDSFIMKYARRKRL 
GKKTWrSR 

YCR052W, 1952 bp, CDS: 501-1952 (SEQ ID NO 27) 

GTCATCGACAGCAAATTGCTGGAAGAGTTCAAGGACAACGTGAGATACACCTTGGAAAAT 
GACCCTGAGGAAGGAGCC6ATGAGGCCACTCTGCAACGCAGGAGGCAGTTGGAACAGATC 
ATTACGGGAGACAACGCT6AGGAGGAGTTGGAAAGGTACATCCGTGCTATGGTCAGAGAG 
CAGATGCTGGGCCAGGGCTCCATGGCGGGTTCCGGGGACGAACCAGATTCCAAGAGAAGA 
AAATAACGACCCAGCACAAAGGCTCTTACAGCTTGCTAAAAGAAATTGAACGCGACGCTA 
CATGAACTACTTCTTTCTCTTACATAGTCTTTTCCCTTATGTATCTTTTCTGTACATTAA 
TAGACGTTCTTACAAGGTAAAATTTCACCGCGTTTTTAAATAGAATGAAAAAAACGTTGT 
AGAGTGAAAGAAAAGCAACAAATATACAGTTCACAAGGCAGCTTCGTATAGTAATACAGC 
ACGAAAAACAGCTCATAGAAATGGTAACACAGACCAATCCGGTCCCTGTTACATATCCAA 
CGGATGCTTATATCCCCACGTATCTGCCCGATGATAAGGTCTCCAATCTGGCAGATTTGA 
AAAAATTGATAGAAATGGATTCCAGACTAGATTTGTATCTGACAAGAAGGAGGCTGGATA 
CGTCCATCAATTTACCTACAAACACCAAGACCAAGGACCATCCCCCCAATAAAGAGATGC 
TGAGGATTTACGTCTACAACACTACGGAAAGCAGCCCTCGCAGCGATTCTGGCACCCCAG 
CGGACTCAGGCAAGACTACATGGACACTGAGAATAGAAGGTAAGCTTCTGCACGAGTCCG 
CAAACGGAAAGCACCCATTTAGTGAGTTTTTGGAAGGTGTCGCGGTCGACTTTAAAAGAC 
TGAAACCGCTGGGCATGGGCAAGAAGAGGAAACGCGATTCGTCATTGAGCCTTCCTTTGA 
ATCTGCAACAACCCGAATACAATGATCAAGATAGCACCATGGGCGATAACGACAACGGCG 
AGGATGAGGACAGTGCAGAGGCAGAATCCAGGGAGGAAATTGTAGACGCACTGGAATGGA 
ACTACGATGAAAACAACGTTGTGGAGTTTGATGGTATCGACATCAAGAGGCAAGGCAAGG 
ATAATTTGCGATGCAGTATAACCATCCAGTTGAGGGGTGTCGACGGTGGAAAAGTACAGT 
ACTCGCCCAACTTAGCTACCTTGATAGGTATGCAAACGGGCTCCGTTAATGACGCGGTTT 
ATTCGATCTACAAGTACATTTTGATCAACAATCTGTTTGTTACGGAACAAACAGAGGCTC 
AAGATGGTTCCAACGATGCCGAAGACA6CAGTAACGAGAATAACAATAAAAACGGTGCTG 
GTGACGATGATGGCGTCGAGGGAAGTACTCCAAAGGATAAGCCCGAATTGGGTGAAGTGA 
AGCTAGATTCACTCTTACAAAAGGTATTGGATACAAACGCCGCGCACCTCCCCTTGATGA 
ATGTTGTGCAAACCGTGAACAAACTGGTATCACCCCTACCGCCCATCATCCTAGATTATA 
CAATTGATCTTTCCAAAGATACCACCTATGGTGCTACCACCTTGGATGTAGATGTGTCGC 
ACATTCTCCACCAGCCTCAACCCCAGCCAAATTTACAAAAAGAGGAAGAAACAGATGCTG 
AAGACACAGCAAAACTACGTGAAATCACAAAGCTTGCCTTGCAGTTGAACTCTAGTGCTC 
AAAAATACCAGTTTTTCCACGAACTGTCTTTGCATCCAAGAGAAACGCTGACTCACTACT 
TATGGTCTTCCAAGCAAAACGAGCTTGTGCTGCAGGGCGACCAATACTTCAATGAAGATG 
CTGCAAGAACGAGTGACATATACAGTAACAACAACAATGACAGGTCACTAATGGGCAATA 
TCTCACTACTGTACTCCCAAGGAAGACTATAA 

YCR052W, 483 aa (SEQ ID NO 28) 

MVTQTNPVPVTYPTDAYIPTYLPDDKVSNLADLKKLIEMDSRLDLYLTRRRLDTSINLPT 
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NTKTKDHPPNKEMLRIYVYWTTESSPRSDSGTPADSGKTTWTLRIEGKLLHESANGKHPF 
SEFLEGVAVDFKRLKPLGMGKKRKRDSSLSLPLNLQQPEYNDQDSTMGDNDNGEDEDSAE 
AESREEIVDALEWNYDENNWEFDGIDIKRQGKDNLRCSITIQLRGVDGGKVQYSPNLAT 
LIGMQTGSVNDAVYSIYKYILINNLFVTEQTEAQDGSNDAEDSSNENNNKNGAGDDDGVE 
GSTPKDKPELGEVKLDSLLQKVLDTNAAHLPLMNWQTVNKLVSPLPPIILDYTIDLSKD 
TTYGATTLDVDVSHILHQPQPQPNLQKEEETDAEDTAKLREITKLALQLNSSAQKYQFFH 
ELSLHPRETLTHYLWSSKQNELVLQGDQYFNEDAARTSDIYSNNNNDRSLMGNISLLYSQ 
GRL 

YCR064C, 911 bp, CDS: 501-911 {SEQ ID NO 29) 

AGGTTTTAACGCGTTATCTTTGTTCCGAAAAAAAAAAAAAACGGAAAAATATATTTTTTC 
GCGTCGCGTTCTCGCGTCTGTTTTGTTTTTTCGCGTTCCAATGACCAA?iATGGGAAAGTG 
GTCGTCTTTGACGAAGGAGACGAAAACCTCTTCTAAAACGTTGGGAGAGAGATAATTACA 
TGGCCAGAACAATACTGCAACGTGCATATAGTCGTTAGTCTGTGCTTGCACATCCACGGC 
AGCCGCAGTGGACGCACTGATGGAAGGACACCTGTGTGCCCTTTTTGCGTGCTTCTTCCT 
CTAACTGTGCACGAGGCACCCTGCAGATGCAAGTGCTACCGTTGTTAGTTTCGTTCTTTT 
GAATGCAGCGCAGACAGCACAGTTTTTCATACCCGGTTTTGCGCCATTTGGCAATTAGCA 
ATTTATCAGCATACTTTTCCTTTATCAACCAATCGTAAAGGTCTTTGGAGATGGCCTTTC 
TCTTGTAGTACAGAGTATATATGTATCTAGAGCGCTGGTGGTGGAGTTGCATTATCTCCC 
AGAGCTGCTCATTGGACTTTGCTGCGAGCTTAGACGACTTGTCCTTTTGGGCATCTCTGA 
GTTGGATTTCGAAATCTGTGAGGGTTGGCTTGATTTTTTCGAACCCGTCAGGTGCAGGCT 
TGGATCTTCTGGTCTTTATGCGCGGCATGTCGTTTTGTGAGGTGAGCTTTGCTAGTCTTG 
ACGGCTGTAGAGGTGTTTACATTGATGATGAGTCCCTAAGAAAATTTTTCTTTTTTTTTC 
AGTATTTCACTTTCCGTTGTGAACGACAAATGTACTATGCGTTCAAGAGCCAACGCAGTA 
TCATCGTCAAAGTTCCTACCACAACGCGTGTGATTGATCTTGTACTGGTTGTAAATGTGC 
TAAGTCTGTGA 

YCR064C, 136 aa (SEQ ID NO 30) 

MYLERWWWSCI I SQSCSLDFAASLDDLSFWASLSWISKSVRVGLIFSNPSGAGLDLLVFM 
RGMSFCEVSFASLDGCRGVYIDDESLRKFFFFFQYFTFRCERQMYYAFKSQRSIIVKVPT 

TTRVIDLVLWNVLSL 

YCR073W-A, 1448 bp, CDS: 501-1448 (SEQ ID NO 31) 
GTTTATGGCTGGAATGACTTGATAATCTCTTCACGA6CTTACTTGAGATGGTATGAGGAG 
CCAGAACTCTCCCGCCTTCAGCCGCTTTTTGTTGCTGTGTATTCAGTATATCCATCATCA 
TTTTCACCTACAAGGAACTACCTTTTATAGCCACCCTAAGTAAAACAACATTAGCTTAGC 

ATCCTCAATTCTTATCGTATGTTGTTGCTGCTATTTTTATCCTATTGTTCCTGGCATCGC 
TTTTTTACATAAGGTACCAAGGCAAGAGAAAAGACCCGCGAAATTTTCAATTCGAGACAT 
AGGGTTAATACGAAATATGTTAAGGTCTAGTTTCCAAAAAATGAAGAAAATGTGATTAGA 
CATCCTGGGGAAATTAGGTTTAAATAGGGCGGGCGCTACAGGGGTTTTCCTAACAAATTT 
CAATGATAATAGTGGCATCATCATCGTCATATCCAGTGTAGGTATGGACTAGAACAGAAA 
GCAATTTGCAGCAAGACAATATGACTACGACGGTACCCAAGATATTCGCGTTTCACGAGT 
TTTCAGACGTGGCAGAGGCCGTAGCTGACCATGTAGTCCACGCGCAAGACGGTGCATTGG 
CTCCAAAGAACGAGAGGAAACACTCTGTTCCCAACATCAGCATGAATGCACTGGATATGA 
CGAGAGAGGCCTCTTGCAAAAGCACAGCATCTGCCGCGGAAGGGAAAAGTGGTAGCAGTG 
GTAGTGGCAGTGGTAGCAGTAAGCCCAAAAAGGAGAAACGGTTCAAGATTGCTCTCTCCG 
GTGGGTCATTGATCGAAGTGCTACACGAAGGTCTGCTAAAACGAGACGATGTACGGTGGG 
GAGACTGGGACATTTACTTTGCAGACGAGAGACTTGTACCCTTCAGCTCGAATGAAAGCA 
ATTATGGATGCGCCAAAAGGAAGATTTTGGACCTGATAGACACGGCGAAGTATGGAACTC 
CGAAGGTGTACCACATTGACGAGTCATTGATTGACGACCCGCAAGAATGCGTTGATAACT 
ATGAAAAGGTGCTAATCCGCGGGTTTGCCGGTAGAGATTCCGTCAAACTTCCGATGTTCG 
ACTTGTTCCTGCTTGGTTGTGCCCCCGATGGTCATATCGCATCACTCTTCCCTAACTTCC 
AGGACAATCTACGTGAGAAACTTGCATGGGTGGTGCCCGTGGAGAACGCTCCTAGTGGGC 
CCTCGACCAGAATTTCGCTGACTATACCTGTAATCTGCCATTCTCACAGGGTTACTTTCG 
TTGTCGAAGGTGCAACCAAGGCGCCCATCATCAAGACCATTATGGAAAGGCCTGAAAAGG 
GCCTACCTAGCAGTATTGTCAACGAAGGTGCTGCTGGTCGTGTATCATGGTTTGTTGACG 
ACGATGCTCTTACGGACGTCCTCGTCACCAAAAAAAAGTATAAATTCCACCAAGGTTTGT 
CTATTTAA 



YCR073W-A, 315 aa (SEQ ID NO 32) 
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MTTTVPKIFAFHEFSDVAEAVADHVVHAQDGALAPKNERKHSVPNISMNALDMTREASCK 
STASAAEGKSGSSGSGSGSSKPKKEKRFKIALSGGSLIEVLHEGLLKRDDVRWGDWDIYF 
ADERLVPFSSNESNYGCAKRKILDLIDTAKYGTPKVYHIDESLIDDPQECVDNYEKVLIR 
GFAGRDSVKLPMFDLFLLGCAPDGHIASLFPNFQDNLREKLAWWPVENAPSGPSTRISL 
TIPVICHSHRVTFWEGATKAPIIKTIMERPEKGLPSSIVNEGAAGRVSWFVDDDALTDV 
LVTKKKYKFHQGLSI 

YDLOlOW, 1196 bp, CDS: 501-1196 (SEQ ID NO 33) 

TAGTAATTAGTTTCTTATGATGGATTTAATGGCGTAGTTCATCCGCGTTTAATTTAACTA 
GAGGATAATCTACTTGCAGCATGAATGAAAATAGTAAGCCAGTAAGGATGCACTGACAGA 
CTCAGCTACCGATTAGTGTTGTTGACTTTTCCGCAAGATCCTTTTCTCCCTCTTTGGACC 
TAGTCATCCCTCCACACAAGATTCGCTCTTAAGTAGTGGCGCAGGCTGTTCGCTTTTAAG 
CATAGTGCTTAATGTCGAAGGCTTTATAGATCCCAAATACTACGCCTTGAGAAATTGAAT 
GCACTAGCAGTTAGTTAACTTTCTGGAACGCGCATGACGCGTCCCGGGGCGCCTGAGGCG 
GAGCGTTCGCGAAATCGGGAAAACATTATACTGGGAAAGATCACTATCTATTCTCTAAAT 
GAACTTTTAAGCAAATTATCGTAAGATAGAAAAGACGAAACCTTAGCAACCTAGCGGTTT 
AATATAGAAACAATTTTATTATGATACCTTCCAATAAGAGAAATGCTAGAATTTTAAGCA 
TTACAACGCTATTATTGTTGTTAGTGTTTTTCGTAGCGCAAAATGCGAACTTCTTGACGG 
TAGAGATAAAAGAGGAAACTTCTAAAGCATTTAGTACTAATATGGACAATATGGCTGGAG 
GATCTTCCAGGGAATATGCTGCTATGCCGACTTCTACCACGAATAAGGGGAGCTCTGAAG 
TAGACGAAGAAATTAATGAAATAAAACAGAAGGTGGGACTCCAACAGCCCATAGCATCGG 
TTGATGATAGTTTGTCGGCCATTAAAAACGATAAAGGGTCGCGAATAACCAAAGCTTTTA 
ATGTTCAAAAAGAATACTCCCTCATACTAGACTTGTCTCCGATTATAATATTTAGTAAAA 
GCACCTGTTCATATAGCAAGGGCATGAAGGAACTGCTTGAAAATGAGTATCAGTTTATCC 
CAAACTACTATATTATAGAACTTGACAAACATGGACATGGGGAAGAGCTGCAAGAATATA 
TCAAGTTGGTGACCGGTAGAGGAACTGTTCCAAACCTTTTGGTTAATGGAGTATCAAGAG 
GAGGTAATGAAGAAATCAAGAAACTGCACACTCAAGGGAAACTTTTA6AATCATTACAAG 
TCTGGAGTGATGGTAAATTCTCGGTTGAGCAACGTGAAAAACCTTCCAATAATTGA 

YDLOlOW, 231 aa (SEQ ID NO 34) 

MIPSNKRNARILSITTLLLLLVFFVAQNANFLTVEIKEETSKAFSTNMDNMAGGSSREYA 
AMPTSTTNKGSSEVDEEINEIKQKVGLQQPIASVDDSLSAIKNDKGSRITKAFNVQKEYS 
LILDLSPIIIFSKSTCSYSKGMKELLENEYQFIPNYYIIELDKHGHGEELQEYIKLVTGR 
GTVPNLLVNGVSRGGNEEIKKLHTQGKLLESLQVWSDGKFSVEQREKPSNN 

YDL036C, 1889 bp, CDS: 501-1889 (SEQ ID NO 35) 

TCAAATCCAGCTTCTTTTCAAGCAATATTGTCACAAACGATGATGAGAATAGCATTGAAG 
AGGATAAGAATTTACGCTATTCAGATGCTAGTGCATCTGAAAATTATCTGGTCAAGCCCA 
CAATACCAGGTACGACTCCTGATCCAATAATTGAGGCGCAGAACGATAATGATAGTAGTG 
ATAGTAGCGGCATAGATTTGATAGCCTTCTTAAGAAATGGACCATTATAAAGTTTTTGTA 
TCGCGATGTTTGAAAATGGAAAGTAAGGAACGTAATACAAATTGACAAGTAGCCGACATG 
AATGACGCTCACTTCTCTTATATATGTTAGGTAGTATATGCATTATAGAATTTATTCATT 
GAAGCAATGTGATTCCTCGATAAGTAAGCTTTTTTTCTGTCTGGCGGCGAACCATTAGAG 
AACAAAAGACCGAGTTAAGAAAAAGTTCATAAAAAACTTTTGAAAATGGATGAGTGCTCG 
TATAATGGAATAGGAAACTTATGCAAAGAAATAATAGGTTAAGAAATTTGTTTACAGTGC 
CAGTAATAATGGCTCGACAACTCAAAAGGAATGCATTATCTGCAGGTCTTGCTTTTGCAG 
GTAATGCAACCTCAAATGAGTTTGATGAACATTTGCAAAATGAGGTTGAAAGAGAGAGGG 
AAATTCAAAAGAAAAAAAAAATAAAGCGAACTCAATCAAAAAAATCGCCAGATTTGATTA 
ATAAATCTACTTTTCAATCACGAACGATAGGCAGCAAAAAAGAGAAACATAGACAACTAG 
ATCCAGAGTATGAAATTGTCATCGATGGCCCTCTAAGGAAAATCAAGCCCTACCATTTTA 
CGTACAGGACCTTTTGCAAAGAGCGTTGGAGAGATAAAAAATTGGTTGATGTCTTTATAT 
CTGAATTTCGAGATCGTGAATCTGAATATTATAAAAGAACAATCGAAAACGGGGACGTTC 
ATATAAACGATGAAACTGCGGACTTATCTACTGTAATTCGCAATGGTGACCTGATTACGC 
ATCAGGTACATAGACATGAACCTCCAGTCACTTCCAGGCCTATCAAAGTTATTTTTGAAG 
ATGATAACATAATGGTTATTGATAAACCGAGCGGTATACCTGTTCACCCAACTGGCCGAT 
ATCGGTTCAATACAATTACGAAAA.TGCTTCAAAATAATCTCGGATTTGTTGTGAACCCAT 
GTAATAGGTTAGATAGGCTTACAAGTGGATTAATGTTTTTGGCAAAAACTCCGAAGGGAG 
CCGATAATATCGGCGATCAACTAAAAGCTCGAGAAGTCACTAAGGAATACGTGGCCAAGG 
TAGTTGGAGAATTTCCAGAAACGGAAGTAATTGTTGAAAAACCTCTAAAACTGATCGAGC 
CAAGGCTTGCTCTTAATGCAGTTTGTCAAATGGACGAGAAAGGAGCCAAACATGCAAAAA 
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CTGTTTTTAACAGAATCAGCTACGACGGTAAAACGAGTATTGTAAAGTGCAAACCGCTTA 
CCGGGCGATCACATCAAATTAGAGTACATTTACAGTACTTAGGCCACCCAATTGCTAACG 
ATCCTATTTATTCCAATGATGAAGTATGGGGTAACAATCTCGGAAAAGGCGGCCAGGCTG 

ACTTCGATATAGTTATTACTAAGCTAGACGAAATAGGGAAAAGAAAACCTGCTAAAAGTT 
GGTTCCATAGTAATGGCGGGTACGGTGAGGTATTAAGGCAAGAAAAATGTTCTATTTGTG 
AATCTGATTTGTATACTGATCCTGGCCCCAATGATCTTGATCTGTGGTTACATGCCTATC 
TATACGAATCAACTGAGACTGAAGAAGGAACCGAAAAGAAAAAGTGGTGCTACAAAACAG 
AGTATCCAGAATGGGCTCTGAGAAGATAG 

YDL036C, 462 aa (SEQ ID NO 3 6) 

MQRNNRLRNLFTVPVIMARQLKRNALSAGLAFAGNATSNEFDEHLQNEVEREREIQKKKK 
IKRTQSKKSPDLINKSTFQSRTIGSKKEKHRQLDPEYEIVIDGPLRKIKPYHFTYRTFCK 
ERWRDKKLVDVFISEFRDRESEYYKRTIENGDVHINDETADLSTVIRNGDLITHQVHRHE 
PPVTSRPIKVIFEDDNIMVIDKPSGIPVHPTGRYRFNTITKMLQNNLGFWNPCNRLDRL 
TSGLMFLAKTPKGADNIGDQLKAREVTKEYVAKWGEFPETEVIVEKPLKLIEPRLALNA 
VCQMDEKGAKHAKTVFNRISYDGKTSIVKCKPLTGRSHQIRVHLQYLGHPIANDPIYSND 
EVWGNNLGKGGQADFDIVITKLDEIGKRKPAKSWFHSNGGYGEVLRQEKCSICESDLYTD 
PGPNDLDLWLHAYLYESTETEEGTEKKKWCYKTEYPEWALRR 

YDL083C, 1364 bp, exonl: 501-909, intronl : 910-1341, exon2 : 
1342-1364 (SEQ ID NO 37) 

TATTCCGACTAGAAAAAAATTAAATTTTCTAACTACAAAAAATTGCCTGCATATATGTAA 

GGATGTAACAGGAAATGTATGGGTCACATATTAATAGCTTGTTTTACTCCATAAAAGAGT 
CTGATATTCAGAAAAAACACCCATACATGTTGAAAAATAATGCATTGTGAAAAAAAGTGG 
TTGAAAAATGTATGCGATCTAGGAAAAACTGAATTTTCCTTAGGTTGTCGCTCCTCCTCT 
AGAAGGATGCTGTG6CCTTTGACCTGGGCGGAAATTCTCTCTGTTTCCCTCTAGCTGAGG 
GAAACAGAACTGGTAGCAGTTCGTTCCGGCCAGGCCGCGTGAGCCTATACCACCGAATAT 
TATCCTAGCGCAGAGAGTAACACTGGCAAAGTCAAAAGTAAATGCCATGTAAAAT6TATA 
GGTTACGCAGTAGACTATTTAATATATACCTTTTTATTTAGCAGTGTTTCGAAAAATACA 
GCAAGAGAATAAGCAACAAGATGTCTGCCGTCCCAAGTGTCCAAGTATGTTAAATAATTT 
AAACGATGTCACGAATTTGTGAGGGATATTGAAACCATGCAGTGAGATAATTTCAATTTA 
AGAACCATATCACCTGAATAAGACGGGTGGGGCAAGCACTAGATGCGAATCATAGTTTTA 
GAACAACGGATCACCATTTCACACGTTAAAGACCGAGTAGAAATAACCAATAAATTGTGT 
GGGAAAATATTATACTTAATTTCTCTGTGGA6TAAAGTAATGAGCGTCTTTTGCGGTCTT 
ATTTATTCATTCGCTCCCCTTGCAATGAATTTTGAACAGAATGCTCCAAAGAGGAAGTGC 
CAGGGTACCTCACTTGTTTCACCCTTTTACACAGTTCATAATATTTTTGAGGATTTTGAA 
TTTCTGTTTTACTAACATGTGACACGAAATGTTTTTCATTTTTGGTTTTATAACAGACTT 
TTGGTAAGAAGAAATCAGCTACCGCTGTTGCCCACGTCAAGGCCGGTAAGGGTTTGATTA 
AGGTCAACGGTTCTCCAATCACTTTGGTTGAACCAGAAATCCTAAGATTCAAGGTCTACG 
AACCATTATTGTTGGTTGGTTTGGACAAGTTCTCCAACATCGATATCAGAGTTAGAGTCA 
CTGGTGGTGGTCATGTTTCTCAAGTCTAC6CCATCAGACAAGCTATTGCTAAGGGTTTAG 
TCGCTTACCACCAAAAGTACGTTGACGAACAATCCAAGAACGAATTGAAGAAGGCCTTCA 
CCTCTTACGACAGAACTTTGTTGATCGCTGATTCTAGAAGACCAGAACCAAAGAAATTCG 
GTGGTAAGGGTGCTCGTTCTAGATTCCAAAAATCTTACCGTTAA 

YDL083C, 143 aa (SEQ ID NO 38) 

MSAVPSVQTFGKKKSATAVAHVKAGKGLIKVNGSPITLVEPEILRFKVYEPLLLVGLDKF 
SNIDIRVRVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEQSKNELKKAFTSYDRTLLIAD 
SRRPEPKKFGGKGARSRFQKSYR 

YDL125C, 1088 bp, exonl: 501-597, intronl: 598-708, exon2 : 

709-1088 (SEQ ID NO 39) 

TTCAAAATACGAGTAAAGGAGATCCTAGGTGTGGATTAGTAAGGGGAGTGTGGCAACTTC 
CTTTTTCCGGTTAATTCTCCGCGCTTTCGTTAGACTATTTTGCAAGGACCCAAATAGGAG 
ACGCATGGAGGCTTCTACAAAACAGCGTGCCGTTTTGATGGCATGAGCAGGGGGCGCAAA 
GGAAACACCGGTAAATCGCGCAAGACCTTGTTGGCCACGTAGCCTCAAAGGTTGAATTGA 
CACTTGTCTACAGAACTTGAAAAGTACAAAAGGAGGTCACATAAAACAGTAAGCTTGAGA 
AGCTTTAAGATATGGTGCGAATCGTTACAGAATATTCCTTGCAGAAATAATGGCGGGTCC 
GTTCTCTTCTGAAGAAGTTACCGCCCTACTGAAGCATTGCTGTACGATCGTGTAATGTGA 
TGTGTGTTCGACTGGAAAGCGGAGAACATTATGAAGTAAAAGGACAATCAGCACGCCTTC 
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CAGACTTTTAAGAAACATTGATGGAGCCATTGATATCGGCACCGTACCTAACAACAACAA 
AAATGTCTGCTCCTGCTACGCTTGATGCTGCCTGTATTTTTTGCAAGATTATTAAAAGTA 
TGTCACATTACTAATAAAGAGCTTACACTCACACCAATGATGGCGATAGTCTCTATGTAG 
TACATATACATAAAGCAGAATACTAACAATCGATCCGCTATGCAACAGGCGAAATTCCAT 
CCTTCAAATTGATTGAAACAAAGTACTCGTATGCTTTCTTGGACATCCAACCTACTGCTG 
AAGGTCATGCTTTAATCATTCCTAAGTACCATGGTGCGAAGTTGCATGACATCCCGGACG 
AATTCCTTACCGATGCTATGCCGATTGCCAAGAGACTGGCCAAGGCAATGAAGTTGGACA 
CTTATAATGTGTTGCAGAATAATGGTAAAATTGCGCATCAAGAAGTCGACCACGTCCACT 
TCCATTTGATTCCTAAGAGAGATGAGAAAAGTGGTTTGATTGTAGGGTGGCCAGCCCAAG 
AAACGGACTTCGATAAGTTGGGCAAGCTACACAAGGAATTGCTTGCCAAACTAGAAGGCT 
CCGATTAG 

YDL125C, 158 aa (SEQ ID NO 40) 

MEPLISAPYLTTTKMSAPATLDAACIFCKIIKSEIPSFKLIETKYSYAFLDIQPTAEGHA 
LIIPKYHGAKLHDIPDEFLTDAMPIAKRLAKAMKLDTYNVLQNNGKIAHQEVDHVHFHLI 
PKRDEKSGLIVGWPAQETDFDKLGKLHKELLAKLEGSD 

YDL133C-A, 578 bp, CDS: 501-578 (SEQ ID NO 41) 

AAAGGTGGTTGGAGACTTTGTGTTGTAGCTTAGAATTTCTTCCACTATATGAAAGCCAAG 

ACCTCTTCTCCTCTTTCGACACTTCGTTTATTTCCACTTTCCCTTATTTAGTATTCATCG 

TTCAGAATGCTTTCTTTATTTCACGACGGTTACCACACCCGTACACCCTTATCTCATTTC 

ACCAGTACCTTTCCTTATTAGATTCATCTTATTTTATTTTAGGATTTTTAGGTCATTGTA 

CGACGCGTGTCGCACCATGGAAAAGGTGTCGCAGCTGCGATGCTATCCATTTACCCGTCA 

TCATTGCTGGCAGAAATCCCATCTTCCTCTGCTGGGGTGATTTATATATATGGAGAGTTA 

ACGAATGTAATATTTCTGAATGTTAAATAATTGTTATCCGTCATTATTGTTTCACTTCTC 

TCTTTGAAATTTCGCTTGTTTTCTGTTTTCATCTTATATTTTACTTCAATCCTAAGATAG 

TCATATCGACTTAATTCCAAATGAGAGCTAAGTG6AGAAAGAAGAGAACTAGAAGACTTA 

AGAGAAAGA6ACGGAAGGTGAGAGCCAGATCCAAATAA 

YDL133C-A, 25 aa (SEQ ID NO 42) 
MRAKWRKKRTRRLKRKRRKVRARSK 

YDL136W, 1268 bp, exonl : 501-503, intronl: 504-908, exon2 : 
909-1268 (SEQ ID NO 43) 

CATGCGGACCTTGTGTGTTTTGTTTCTAGATTGTTTTATTTTTATGATTGTTGAAGATAT 
AAACCACTGTATAGTTGTATAAGATAGGATAATGATGGTGCACTGAAAATAAACTTACTA 
GCTCTTTAATATTGCAACGGCTTGTAACGGGCGCCATGATGACATTCAGAATTATACCAC 
TACTATATGAAAAAATGAAAAGAGGCCCTGCTTTGAACCCGTACATTTTATTCTATAATA 
TTGCATCTGTGGTTTGCCTGACGGCAGCGAGTCCAACACAAAGTCTGGCATATGCTACGA 
ATTTTCCACCATGGATTCAGCACCCAAACATTTGAATTTTTTTTCATGTCGATTGTGAAA 
TTTTACTGAAGATGAGGGTAAATAGAGGCCTGCAATCGTCATCATATGAGAAATGGATAT 
ATTGAAAATCTACTCACATCTCTTTTTTGGGGGTTTGGTAGTACAGTGAGAACACGATAA 
AGAACCAAATAGGACTAAAAATGGTATGTAGAGATGAATATACATGAAACGGACGTGATA 
TAATGTGCTATGGAAGAAAAAAGTCTCCTTTAATGTCTGCAGGATAAATAATCAAGTGGT 
CTGAAGAAAATTTACAGCTACAGTATTACTGCAAACCTTGCAGGCAAATATCAGAGAGAT 
CTCACCAGCTACAACTTGGTAACAGAAATTTATAAGTTTATGGCACTTGTTAAAATTGTT 
TGGAAGTTTTCGAAATTATAATATTGGTCTTCAGAAACCTGGAACCACATGTGAACTATT 
TTTTTTGGATAATGCATTGCACAGAGCGTATTAGTGTATACGAGAATCTAAAAATTTGAA 
ACTGGCTCATAAAAACAGGAACTTTTACTAACAGTTATGATTTTTTGTTCCCATTTTCTT 
ATCAATAGGCCGGCGTTAAAGCTTACGAACTAAGAACCAAATCCAAGGAACAATTAGCTT 
CTCAATTGGTTGACTTGAAAAAGGAGTTGGCTGAATTGAAGGTCCAAAAGTTGTCCAGAC 
CATCTTTGCCAAAGATCAAGACCGTCAGAAAGAGTATCGCCTGTGTCTTGACCGTCATCA 
ACGAACAACAAAGAGAAGCTGTTAGACAATTATACAAGGGTAAGAAGTACCAACCAAAGG 
ACTTGAGAGCCAAGAAGACCAGAGCTTTGAGAAGAGCTTTGACCAAATTCGAAGCTTCCC 
AAGTTACCGAAAAGCAAA6AAAGAAGCAAATCGCTTTCCCACAAAGAAAGTACGCTATCA 
AGGCTTAA 

YDL136W, 120 aa (SEQ ID NO 44) 

MAGVKAYELRTKSKEQLASQLVDLKKELAELKVQKLSRPSLPKIKTVRKSIACVLTVINE 
QQREAVRQLYKGKKYQPKDLRAKKTRALKRALTKFEASQVTEKQRKKQIAFPQRKYAIKA 
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YDL167C, 2660 bp, CDS: 501-2660 (SEQ ID NO 45) 

TGGGTGTCGTCAAACAGGATGCCGTGGAATCATACGAACCGCACATTGTGGTAGAGCTAC 

AAAGCGATACGAAAGAAGATATGGTATCTAACGTATCCCGTATTGTTGCTTGGGAAAAGA 

TGTGGTTAGAACAACATCCAGATGGAGTCACAAATGAATATCAAGGGCCTCGTAGCGATG 

ACGAAGACGATGAAGACAGTGAGTAGGCGTTCCATAACTTTGTGTATCTACATATATACA 

TATATAATTGTAAATTAGTAACAGTAGTAATAGTAGTGCCTATTATAAAGGGTTTTCTTT 

AAGTAATGTCATGTACTTGTTTAATGTGACTTTGGTAATATATTTTCATTCTCCGATGCC 

GATGCCCAGTGGAAAAGTTTAAAGTGAAAAATTTTTCAACACATACAAGTTTAATAAGTT 

GGTTTTGATGCAAATAGCATTACTAAAGAAGAGCGCTAGGATAATTGTGCATTGCTATTG 

TGATTTTTGATACAGAAATTATGCACTATGTGGTACTAGAGCTGCAAGTTGCGCATTTGC 

CAGATACCCCCAAGGATCAATGTCGCATTGCGAATATAGCATTTCAAATTGTGAATGCTG 

AAACATTAGTATGCCATTATGGGACCAATTCTTTACCGAGCATTGAAGTAAACGGGACGA 

CAAAGAGTTTGGAGAGTGCAATGGTGCAATTGGACAAGGATATTCATGACGTTATTGGTA 

ACGACGACTTTGTTCTTGTTTCCCTGTATTCAACATGGCATATCCGTGTTACCTTACCAC 

GTCAAGCGAGAGATGATGGGTTTATTCTTACTTCTTATTTACAACATCCGAAAGTATTTG 

ACTTATGGAAGGAATTCGATAGATGGTGTGTCAACCATCCGGAGATTTTGGGACAAAAGA 

AAGCAATCTCCAACAACAATTGTAATACTAAAAGTATTAGTATTAATGCAGCCAAAAATA 

CGAAGGATTTGGACGAAATAGTTAGAATATTGGAAGTTTCAATCCCAACTGAAGAGGCAG 

GCTCTGTTCCAGAGATATACTCTCTTTTAAAAAGGACAACGGATATATTAATACAATTGC 

ACAAAAAGTGTACTTCCCCTGAAGATATGGAATCTGTCTTAACAAAACCATATGACTCAC 

ACACCGATATTAGAGCGTTTTTGCAAGAGAAATCTAAGATTTTGTACATGAACAATTTAC 

CGCCCGACACAACTCAAAGTGAGTTGGAATCATGGTTTACCCAATATGGTGTTAGACCAG 

TTGGGTTTTGGACTGTCAAAAACATCGTAGAAGATACGTCTAACGTTAATAATAACTGGA 

GTCTAAATAACAGTCCCTATGTGGAAGATCAAGATAGTATCTCAGGATTTGTTGTCTTCC 

AAACACATGAAGAAGCAACTGAAGTACTAGCGTTGAATGGGAGATCAATCCTATCTAATC 

TGGCAAACACTAAGCAACCAAGGGTGGTGGAACATGTCCTTGAGCTTCAACCTTCTTCCA 

CCGGAGTACTCGATAAGGCTCAAGAAATTTTATCGCCTTTCCCTCAAAGTAAAAACAAAC 

CAAGACCAGGTGACTGGAATTGCCCATCTTGTGGTTTTTCAAACTTTCAAAGACGTACTG 

CATGTTTTAGATGTTCTTTTCCGGCACCATCAAATAGTCAAATACATACTGCGAACTCAA 

ACAATAATGTTAACAGTAGTAGAAATAATTTAAACAATCGCGTGAACTCGGGATCTTCAA 

GCAATATTAGTAACACTGCAGCGAATCACCCCTATGGTGCCCCTGAGTTCAACATGATTG 

CTAACAACACGCCAGCAGCTTTAACATACAATAGAGCTCATTTTCCTGCAATTACGCCAT 

TGTCGCGACAAAATTCATTGAACATGGCACCATCGAACAGTGGGTCGCCGATAATTATAG 

CGGATCATTTTTCGGGAAATAATAATATAGCCCCAAATTATCGTTATAATAATAATATTA 

ACAATAACAACAATAATATTAACAATATGACCAATAATAGATATAACATTAATAACAACA 

TCAACGGTAATGGGAATGGTAATGGGAACAACAGTAATAACAATAACAATCATAATAACA 

ATCATAATAACAATCATCATAATGGTAGTATCAATAGTAATAGTAATACCAATAATAATA 

ATAATAATAACAATGGTAACAATAGTAATAATTGTAATTCCAATATCGGTATGGGAGGAT 

GTGGCTCCAACATGCCATTTAGAGCAGGAGATTGGAAGTGTTCCACGTGCACGTATCATA 

ACTTTGCTAAAAACGTAGTGTGCTTACGCT6TGGTGGTCCAAAATCAATAAGCGGCGATG 

CAAGTGAAACCAATCATTACATAGATTCATCAACATTTGGACCAGCGTCGCGTACTCCCA 

6TAATAACAATATTTCTGTTAATACTAATGGTGGTAGCAATGCTGGTCGCACCGATGGGA 

ACGATAACAAAGGTCGTGATATTAGTTTGATGGAATTTATGTCACCACCGTTATCGATGG 

CAACAAAGTCAATGAAGGAGGGAGATGGGAATGGTAGCTCGTTTAACGAGTTCAAAAGTG 

ACAAAGCTAACGTTAATTTTTCCAATGTTGGTGATAATAGCGCTTTCGGTAATGGTTTTA 

ATAGTTCAATACGTTGGTAG 

YDL167C, 719 aa (SEQ ID NO 46) 

MHYWLELQVAHLPDTPKDQCRIANIAFQIVNAETLVCHYGTNSLPSIEVNGTTKSLESA 
MVQLDKDIHDVIGNDDFVLVSLYSTWHIRVTLPRQARDDGFILTSYLQHPKVFDLWKEFD 
RWCVNHPEILGQKKAISNNNCNTKSISINAAKNTKDLDEIVRILEVSIPTEEAGSVPEIY 
SLLKRTTDILIQLHKKCTSPEDMESVLTKPYDSHTDIRAFLQEKSKILYMNNLPPDTTQS 
ELESWFTQYGWPVGFWTVKNIVEDTSNVNNNWSLNNSPYVEDQDSISGFVVFQTHEEAT 
EVLALNGRSILSNLANTKQPRWEHVLELQPSSTGVLDKAQEILSPFPQSKNKPRPGDWN 
CPSCGFSNFQRRTACFRCSFPAPSNSQIHTANSNNNVNSSRNNLNNRVNSGSSSNISNTA 
ANHPYGAPEFNMIANNTPAALTYNRAHFPAITPLSRQNSLNMAPSNSGSPIIIADHFSGN 
miAPNYRYNlMIimNlSn^JNINNMTNNRYNII^^ 

NGSINSNSNTNNJffilNNNNGNNSNNCNSNIGMGGCGSWMPFRAGDWKCSTCTYHNFAKW^ 
CLRCGGPKSISGDASETNHYIDSSTFGPASRTPSNNNISVNTNGGSNAGRTDGNDNKGRD 



wo 01/02550 



16/161 



PCT/BEOO/00077 



ISLMEFMSPPLSMATKSMKEGDGNGSSFNEFKSDKANVNFSNVGDNSAFGNGFNSSIRW 
YDL184C, 578 bp, CDS: 501-578 (SEQ ID NO 47) 

AACAAGAAAACCCTTCCGTTGATCTTAGATTTCTTAGAGGTTCATGAACTAGAAAGCGAC 
TTGAACAAAGTCATCCTTCAAGAATCGAAATCTCAAGAGAAAAACAAAATTTAATGTAGA 
TTGTCCACTATCTCATGTAAATATACATAACAGGTATTCCTGAGCGTTCGAAAATTAGAC 
TGTACTTTTCTGATGCGCTCCCGTACACCTTTGACATATACAAACATCCGCACATTTTAT 
AGCTTTCTTTCTAGAATTTTTTCCACGCGCTCTCGATCAATGAACTCTTAAAAGTAACTG 
ACCCCTAACTTTTTCCCAGGCAAGGCTGGCCTCATTACCCTACCCGAAAGTTTCACTTTA 
CCCCATGGCAGATGGACGATATTTTAACAAGACGAAACTGACCTCGTCTTCTATAAAACT 
GGACTTCTAAGCAACTCTCATTTATCTTATATCCGTTCCATTTTGTACTAAAAGAACCAG 
ACCACATCG^TTCAATCGAAATGAGAGCCAAGTGGAGAAAGAAGAGAACTAGAAGACTTA 
A6AGAAAGAGACGGAAGGTGAGAGCCAGATCCAAATAA 

YDL184C, 25 aa (SEQ ID NO 48) 
MRAKWRKKRTRRLKRKRRKVRARSK 

YDL191W, 1354 bp, exonl : 501-503, intronl : 504-994, exon2 : 
995-1354 (SEQ ID NO 49) 

TATTGACGTTTCGCTCTCAGGTCCACCGTGTTCTCAAAAGATACTTTTAAAACCTAAAAC 
ACACGAAATCATATTATGATAATTCAGAATGATAGTGTGGTACTGTGTCAATTGACTGTT 
CAAGACTGAAGAGGATCTTTGATTTGTTGTTACTCAACAAATAATCTTCACGAAAACTTT 
CTCAATCTGGGGACTGTATTAATCTCAGACCCATACATATCTACACCCATAACTTTTTAC 
ATTTAATTTTTTATCACATAATAGGTAGCTTAAATTGTAAAGTCGCAAAAAAAAATGGCA 
GCGCAGCCTCTCCGGGTGAACCCCACGACAACTTACCTGGCACTCCATGCACTAACGGGC 
GGGTTTGGGCAGGATTCCAGCATCAATTTTGCAAAATTCACACCTGAGTAATTCATATAT 
GTAATATAATGTTAAGCATACGCTGTCGATTAGCACTATTATTGACCGTAGAATAGGTAC 
AGTGAGACAGTATATTCGAAATGGTATGTTTGAGATGAACAAAATAATAAAGACTGACAA 
CTGCAGAACAGAGAGGATCATAGCAACCTAGTGCAAGAAAGAGCCTCGAAGCGTTAAACT 
TTTGGAACGTAATTCATCCGTTGGCTATGTCTATTCAATACAGTTAGAATACGAAAGCTG 
TAATCAAGTATATCGGATTATTCGCAAGCAAAGAATCAAGGAAAAGAAAGTGAAAATAGC 
ATACATCTTTAAATTCAGAGGTTTTGCTGAATTTTAATAGGGAAGTTTACGTTATGATTG 
TTGGCCGTAGATCGCCTAGCGTTTGACCAAATTTAATTCTCCTAATTTTTTTATTGTAAA 
AAAGCCTTCCAACGAAATAAATTAGTTATTGGTTTTTTTTCTCTGTTACGAGGGATATAT 
GATGCCTGTGCTTGTTAGTTCATTATAAGTGCTAATAAAATACTAACGTTAATAAAAATT 
TGGAATATTATTTCATTTTTTATCCTATTAATAGGCCGGTGTTAAAGCTTACGAACTAAG 
AACCAAATCCAAGGAACAATTGGCTTCTCAATTGGTTGACTTGAAAAAGGAGTTGGCTGA 
ATTGAAGGTCCAAAAGTTGTCCAGACCATCTTTGCCAAAGATCAAGACCGTCAGAAAGAG 
TATCGCCTGTGTCTTGACCGTCATCAACGAACAACAAAGAGAAGCTGTTAGACAATTATA 
CAAGGGTAAGAAGTACCAACCAAAGGACTTGAGAGCCAAGAAGACCAGAGCTTTGAGAAG 
AGCTTTGACCAAATTCGAAGCTTCCCAAGTTACCGAAAAGCAAAGAAAGAAGCAAATCGC 
TTTCCCACAAAGAAAGTACGCTATTAAGGCTTAA 

YDL191W, 120 aa (SEQ ID NO 50) 

MAGVKAYELRTKSKEQLASQLVDLKKELAELKVQKLSRPSLPKIKTVRKSIACVLTVINE 
QQREAVRQLYKGKKYQPKDLRAKKTRALRRALTKFEASQVTEKQRKKQIAFPQRKYAIKA 

YDR103W, 3254 bp, CDS: 501-3254 (SEQ ID NO 51) 

ATCAAGTTTCCTTTAAAGGGATATATAACAGATTCTAAAACTGACAGAAATATTTCGAGT 
GAAGAAGAAGCGTTAAATATTGGATCTTTCCGCAGTTCTACTCTGATACATTTTTGAAGT 
AGGAGAGTCATTTAGAAGGCGTATTGCTCAATAGTAGAAAGCAGGCCTGTGCACATGAAT 
TAATTAAAAAATATAAAGGTAGTGATTAGACGACACATGTCCATAGGTAACCTGTCATAA 
TTTTGAACAATTTCCCTTCTTTTCTTTTTTTTTTTTGGGTGCGGCGATATGTAGCTTGTT 
AATTTACACATCATGTACTTTTCTGCATCAAAATATGAAA6GCGATAGTAGCTAAAGAAA 
ATACCGAGAATTTCCTCGAAAAGTTGACGACAAAAGAAAGGCATAAAAAAGTAATTTGAA 
AATATTTTAAAACTGTTTTAACCCATCTAGCATCCGCGCTAAAAAAGGAAGATACAGGAT 
ACAGCGGAAACAACTTTTAAATGATGGAAACTCCTACAGACAATATAGTTTCCCCTTTTC 
ACAATTTTGGTAGCTCGACACAATATAGTGGTACCTTGTCGAGAACTCCCAACCAAATAA 
TAGAGCTAGAGAAGCCCAGTACTCTATCCCCATTGTCAAGAGGAAAAAAATGGACGGAAA 
AGTTAGCCAGGTTCCAAAGAAGTAGTGCTAAAAAGAAAAGATTCTCACCTTCTCCTATTT 
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CCTCCTCTACATTTTCGTTCTCACCCAAATCTAGGGTCACTTCTTCAAACTCTTCTGGCA 
ATGAAGACGGTAACCTAATGAATACACCTTCTACGGTTTCCACTGATTATTTGCCACAAC 
ACCCTCACAGAACATCGTCTTTGCCAAGACCTAATTCCAATCTCTTTCACGCAAGTAATA 
^GTAACCTATCCCGAGCAAATGAGCCCCCAAGGGCCGAAAATTTATCAGATAATATACCAC 
CCAAGGTCGCTCCATTTGGCTATCCAATACAAAGAACCTCTATTAAAAAATCCTTTTTGA 
ATGCTTCTTGTACGTTATGTGACGAGCCTATTTCTAACAGAAGAAAGGGAGAGAAAATTA 
TAGAGCTTGCATGTGGCCACTTAAGTCACCAAGAATGTCTTATTATCTCTTTTGGCACCA 
CTTCAAAGGCAGACGTTCGTGCGCTATTTCCTTTTTGTACCAAATGTAAAAAAGATACTA 
ACAAAGCCGTTCAATGCATTCCAGAAAATGATGAACTAAAGGATATTCTAATTTCTGATT 
TTTTGATTCATAAGATTCCTGATTCTGAGTTATCAATCACACCTCAGTCCCGCTTTCCTC 
CTTATTCACCACTCTTGCCTCCTTTTGGGTTATCCTATACACCTGTTGAAAGACAAACGA 
TATATTCTCAAGCTCCAAGTCTAAACCCAAATCTCATATTGGCTGCACCCCCCAAGGAAA 
GAAACCAAATTCCACAAAAAAAATCAAACTATACATTTTTACATTCACCCCTGGGGCACA 
GAAGAATTCCGTCCGGAGCAAACTCTATCTTAGCAGACACCTCTGTAGCGTTGTCAGCTA 
ATGATTCTATTTCTGCTGTTTCCAATTCGGTAAGAGCAAAGGATGACGAAACCAAAACAA 
CGTTGCCGCTGTTAAGGTCATATTTTATTCAAATTCTTTTGAACAATTTCCAGGAAGAAT 
TGCAGGATTGGAGAATAGACGGGGACTATGGATTACTAAGGTTGGTAGACAAATTGATGA 
TTTCCAAAGATGGTCAGAGATATATACAATGCTGGTGTTTCTTATTTGAAGACGCATTTG 
TAATAGCAGAAGTGGATAACGATGTTGATGTTTTGGAAATTAGACTAAAGAATTTAGAAG 
TATTTACACCTATTGCCAACTTGAGAATGACTACACTCGAAGCTTCAGTACTCAAATGCA 
CCTTAAATAAACAACATTGCGCCGATTTATCAGATCTTTACATTGTTCAGAATATAAATT 
CTGACGAAAGCACAACTGTACA6AAATGGATATCAGGTATATTGAATCAGGATTTTGTAT 
TCAATGAGGACAATATCACTTCGACCCTGCCTATTCTTCCCATTATAAAGAACTTTTCAA 
AAGATGTTGGTAATGGTAGGCACGAGACGAGTACCTTTCTAGGTTTAATCAATCCTAACA 
AAGTTGTTGAAGTTGGAAATGTGCACGATAATGATACTGTAATCATAAGGAGGGGATTCA 
CCTTAAATTCAGGAGAATGTTCTAGGCAGAGTACTGTCGACAGTATACAATCTGTTCTAA 
CCACGATAAGCTCAATTCTTTCCCTTAAACGAGAAAAACCTGATAATTTGGCAATAATCT 
TACAGATCGATTTTACGAAATTGAAGGAAGAAGACAGTTTAATTGTTGTTTATAACAGTC 
TAAAAGCTTTAACCATTAAATTTGCGCGTTTGCAGTTTTGTTTCGTTGATCGAAATAATT 
ATGTTCTGGACTATGGATCGGTATTACACAAGATAGATTCACTAGATTCCATCTCAAATC 
TCAAATCAAAGAGTTCCTCGACACAATTTTCACCTATTTGGTTGAAAAATACTCTATATC 
CCGAAAATATTCATGAACATTTGGGTATTGTTGCTGTATCAAATAGTAATATGGAAGCAA 
AAAAATCCATACTATTTCAAGATTACAGATGCTTTACAAGTTTTGGAAGAAGAAGGCCCA 
AT6AATTGAAGATTAAGGTGGGCTATTTGAACGTTGACTACAGTGATAAAATTGATGAAC 
TAGTCGAGGCCAGCTCCTGGACTTTTGTTTTAGAAACTCTTTGCTACAGTTTCGGTCTAA 
GTTTTGATGAACATGATGACGATGACGAAGAGGATAATGATGATTCGACCGATAATGAAC 
TTGATAATAGTTCAGGATCACTGTCGGATGCTGAATCTACAACTACTATTCATATTGATT 
CTCCATTTGATAATGAAAATGCTACCGCAAATATGGTGAATGACAGAAACCTTCTCACTG 
AGGGTGAACATAGCAATATAGAAAACTTAGAAACTGTCGCTTCTTCAGTACAGCCAGCTC 
TGATTCCTAATATTAGATTTTCACTTCATTCTGAGGAGGAAGGTACTAATGAAAATGAAA 
ATGAAAATGATAT6CCAGTATTATTACTTAGTGATATGGATAAAGGAATCGATGGCATAA 
CCAGACGCAGTTCATTCTCGAGTCTTATAGAGAGCGGTAATAACAACTGTCCCCTCCATA 
TGGATTATATATAG 

YDR103W, 917 aa (SEQ ID NO 52) 

MMETPTDNIVSPFHNFGSSTQYSGTLSRTPNQIIELEKPSTLSPLSRGKKWTEKLARFQR 
SSAKKKRFSPSPISSSTFSFSPKSRVTSSNSSGNEDGNLMNTPSTVSTDYLPQHPHRTSS 
LPRPNSNLFHASNSNLSRANEPPRAENLSDNIPPKVAPFGYPIQRTSIKKSFLNASCTLC 
DEP I SNRRKGEKI I ELACGHLSHQECLIISFGTTSKADVRALFPFCTKCKKDTNKAVQC I 
PENDELKDILISDFLIHKIPDSELSITPQSRFPPYSPLLPPFGLSYTPVERQTIYSQAPS 
LNPNLILAAPPKERNQI PQKKSNYTFLHS PLGHRRI PSGANS ILADTSVALSANDS I SAV 
SNSVRAKDDETKTTLPLLRSYFIQILLNNFQEELQDWRIDGDYGLLRLVDKLMISKDGQR 
YIQCWCFLFEDAFVIAEVDNDVDVLEIRLKNLEVFTPIANLRMTTLEASVLKCTLNKQHC 
ADLSDLYIVQNINSDESTTVQKWISGILNQDFVFNEDNITSTLPILPIIKNFSKDVGNGR 
HETSTFLGLINPNKWEVGIWHDNDTVIIRRGFTLNSGECSRQSTVDSIQSVLTTISSIL 
SLKREKPDNLAIILQIDFTKLKEEDSLIWYNSLKALTIKFARLQFCFVDRNNYVLDYGS 
VLHKIDSLDSISNLKSKSSSTQFSPIWLKNTLYPENIHEHLGIVAVSNSNMEAKKSILFQ 
DYRCFTSFGRRRPNELKIKVGYLNVDYSDKIDELVEASSWTFVLETLCYSFGLSFDEHDD 
DDEEDNDDSTDNELDNSSGSLSDAESTTTIHIDSPFDNENATANMVNDRNLLTEGEHSNI 
ENLETVASSVQPALIPNIRFSLHSEEEGTNENENENDMPVLLLSDMDKGIDGITRRSSFS 
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SLIESGNNNCPLHMDYI 

YDR238C, 3422 bp, CDS: 501-3422 (SEQ ID NO 53) 

CCGTGTCAAGATCTAACACGGTAGTCAGCTACTACACAAGGTCTCAGAACAGAATGAGAA 

GTGGAACACTGGATAATGATTACGTGAACAGACAAAAGCTTCCTACACATATCTCTCTTC 

AAGATTATCGTGATGCTAATGCTAGAAGTAATATATCGCGTCAGGACTCTGTCTCCACAA 

CGAACTCTGATGTGGTAGACCTCAGCTATTCTCTGGGGCATGGCTTGCGTGTGGCAAACC 

CTGATTCAGACCCAGAATGATATCCTTCTCTGTAGTTTTGTAGATGTCATATATGTACGT 

TTATGGAACAGCATTTTAGAAAAGTATTACCCAGCTTATCACTTCGTTTTTTTTTTCTTT 

CCGTGTACTCGCTACACGTAGAAAGAAATCAGAAAACAACAGCTCGACAAGTGAAATTTG 

ACGTTCATTAAGACTCAGTTAAGATTGCCTTGAGAATAAACAAAAGTAATCACAGTTAAC 

TATTGAACAAGAGTGCACCTATGACTTCACTTTCTTCACAGCCAGCGTACACGTTGGTTT 

TCGATCCTTCTCCGAGTATGGAGACTTACTCGAGTACCGATTTTCAGAAAGCTCTTGAAA 

AGGGATCTGATGAACAAAAAATTGACACGATGAAATCAATTTTAGTTACAATGCTGGAAG 

GAAATCCAATGCCTGAATTGTTGATGCACATAATAAGATTTGTCATGCCTTCTAAAAATA 

AGGAATTAAAAAAGCTTTTGTACTTCTACTGGGAAATTGTTCCCAAACTAGCTGAAGATG 

GAAAATTGAGACATGAAATGATTCTTGTCTGTAATGCCATTCAACACGATTTGCAACATC 

CTAATGAATATATTAGAGGTAACACATTAAGGTTTTTAACGAAATTGAGAGAGGCCGAAC 

TCTTAGAACAGATGGTTCCCTCTGTCTTAGCGTGCTTGGAATACCGTCATGCATATGTTC 

GTAAGTATGCAATCCTAGCAGTTTTCTCCATTTTCAAGGTCAGCGAACATTTACTTCCCG 

AT6CTAAA6AAATCATCAATTCGTTCATAGTAGCTGAAACTGATCCAATATGTAAAAGAA 

ATGCATTTATTGGGTTAGCTGAATTAGATCGTGAAAATGCCTTACACTATTTAGAGAACA 

ATATTGCTGATATAGAAAACCTAGACCCTTTATTACAAGCTGTCTTTGTTCAATTTATCA 

GACAAGATGCAAACAGGACCCCTGCTTTGAAAGCCCAATATATCGAATTATTGATGGAAC 

TGCTTTCGACCACGACTTCCGATGAAGTCATCTTCGAGACCGCATTAGCCCTAACTGTGT 

TGTCTGCCAATCCAAATGTCTTGGTTCCT6CGGTTAACAAATTGATTGACTTGGCCGTCA 

AGGTTTCTGATAATAACATTAAGTTAATTGTTCTAGACCGTATTCAAGACATCAATGCTA 

ATAACGTAGGTGCTTTGGAAGAGTTAACCCTGGATATTTTGAGAGTCTTGAATGCAGAAG 

ATTTAGACGTTCGTTCAAAGGCGCTTGATATTTCAATGGACTTGGCCACATCCAGAAATG 

CTGAAGATGTTGTTCAGCTTTTGAAGAAAGAGCTGCAAACAACCGTAAATAACCCAGATC 

AAGACAAGGCAATGCAGTACAGACAATTGTTAATAAAAACTATTCGTACCGTGGCTGTAA 

ACTTTGTAGAAATGGCAGCAAGTGTTGTTTCGCTATTATTAGATTTCATCGGTGATTTAA 

ACTCGGTTGCCGCCAGTGGTATCATTGCCTTTATCAAAGAAGTGATCGAAAAATACCCAC 

AACTTAGAGCCAATATCCTTGAAAACATGGTTCAAACGCTAGACAAAGTGAGATCTGCTA 

AAGCTTACCGCGGTGCATTATGGATTATGGGTGAGTATGCTGAAGGAGAAAGTGAGATAC 

AACATTGTTGGAAGCACATTCGTAACAGCGTAGGTGAAGTTCCTATCCTTCAATCAGAAA 

TCAAAAAGTTAACACAAAACCAAGAACACACCGAAGAAAATGAGGTTGACGCTACCGCCA 

AGCCAACTGGTCCAGTTATTCTACCAGACGGTACGTATGCCACTGAAAGCGCTTTCGATG 

TGAAGACTTCTCAAAAGTCAGTTACCGATGAAGAACGTGATTCTAGACCTCCAATTCGCC 

GGTTTGTTTTAAGTGGTGATTTCTACACAGCTGCCATTCTGGCCAACACCATCATTAAAC 

TTGTTTTAAAATTCGAAAACGTTTCCAAGAACAAAACTGTCATCAATGCTCTAAAGGCGG 

AAGCTTTACTAATTTTAGTTAGTATTGTAAGAGTGGGTCAAAGCTCTTTGGTGGAGAAAA 

AAATTGATGAAGATTCTTTAGAGAGAGTTATGACATCTATTTCTATTTTATTGGATGAAG 

TTAATCCTGAGGAAAAGAAGGAAGAAGTTAAACTTCTGGAGGTTGCATTCCTGGACACCA 

CCAAATCCTCATTCAAGAGACAAATTGAAATTGCAAAGAAGAACAAGCATAAGAGAGCAT 

TAAAAGACAGTTGCAAAAACATCGAACCAATTGATACGCCGATTTCTTTCAGGCAATTTG 

CTGGTGTGGATTCTACTAATGTGCAAAAAGATAGTATTGAAGAAGATTTACAACTGGCAA 

TGAAAGGAGATGCAATCCACGCTACTAGCAGCTCTAGTATTTC6AAGCTGAAGAAGATAG 

TACCTTTATGTGGCTTTTCTGATCCAGTTTACGCCGAGGCTTGTATTACAAACAATCAAT 

TTGACGTCGTATTAGATGTTCTTCTTGTTAATCAAACGAAAGAAACATTGAAAAACCTAC 

ATGTGCAATTTGCAACTCTTGGTGATTTGAAGATTATTGACACACCACAGAAGACCAACG 

TGATTCCTCATGGCTTCCACAAATTCACTGTTACTGTCAAAGTTTCCTCTGCTGACACAG 

GTGTCATTTTCGGTAATATTATTTATGATGGTGCGCATGGTGAAGATGCTCGTTATGTTA 

TTTTAAACGACGTTCATGTTGACATTATGGATTATATCAAACCAGCCACTGCTGACGATG 

AACATTTCCGTACCATGTGGAATGCATTTGAGTGGGAGAACAAAATATCGGTCAAATCAC 

AACTACCAACATTGCATGCTTATTTGAGAGAACTGGTCAAGGGAACTAATATGGGTATTC 

TAACACCATCAGAGTCGTTGGGAGAAGATGATTGTAGGTTCTTAAGTTGTAATCTGTATG 

CGAAGTCGTCCTTTGGTGAAGATGCCCTAGCCAACTTGTGTATCGAAAAGGATTCCAAAA 

CCAATGATGTCATAGGTTATGTTCGTATCCGATCAAAGGGACAAGGTTTGGCTCTGTCCC 

TAGGTGACAGAGTGGCATTGATTGCTAAGAAGACCAATAAACTTGCTCTCACTCATGTTT 
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GA 

YDR238C, 973 aa (SEQ ID NO 54) 

MTSLSSQPAYTLVFDPSPSMETYSSTDFQKALEKGSDEQKIDTMKSILVTMLEGNPMPEL 
LMHIIRFVMPSKNKELKKLLYFYWEIVPKLAEDGKLRHEMILVCNAIQHDLQHPNEYIRG 
NTLRFLTKLREAELLEQMVPSVLACLEYRHAYVRKYAILAVFSIFKVSEHLLPDAKEIIN 
SFIVAETDPICKRNAFIGLAELDRENALHYLENNIADIENLDPLLQAVFVQFIRQDANRT 
PALKAQYIELLMELLSTTTSDEVIFETALALT\^SANP]WLVPAVNKLIDLAVKVSDNNI 
KLIVLDRIQDINANNVGALEELTLDILRVLNAEDLDVRSKALDISMDLATSRNAEDWQL 
LKKELQTTVNNPDQDKAMQYRQLLIKTIRTVAVNFVEMAASWSLLLDFIGDLNSVAASG 
IIAFIKEVIEKYPQLRANILENMVQTLDKVRSAKAYRGALWIMGEYAEGESEIQHCWKHI 
RNSVGEVPILQSEIKKLTQNQEHTEENEVDATAKPTGPVILPDGTYATESAFDVKTSQKS 
VTDEERDSRPPIRRFVLSGDFYTAAILANTIIKLVLKFENVSKNKTVINALKAEALLILV 
SIVRVGQSSLVEKKIDEDSLERVMTSISILLDEVNPEEKKEEVKLLEVAFLDTTKSSFKR 
QIEIAKKNKHKRALKDSCKNIEPIDTPISFRQFAGVDSTNVQKDSIEEDLQLAMKGDAIH 
ATSSSSISKLKKIVPLCGFSDPVYAEACITNNQFDWLDVLLVNQTKETLKNLHVQFATL 
GDLKI IDTPQKTNVI PHGFHKFTVTVKVS S ADTGVIFGNI I YDGAHGEDARYVI LNDVHV 
DIMDYIKPATADDEHFRTMWNAFEWENKISVKSQLPTLHAYLRELVKGTNMGILTPSESL 
GEDDCRFLSCNLYAKSSFGEDALANLCIEKDSKTNDVIGYVRIRSKGQGLALSLGDRVAL 
lAKKTNKLALTHV 

YDR259C, 1652 bp, CDS: 501-1652 (SEQ ID NO 55) 

AAACTTTGTTCAAGATTATGCTTTCTTTGTAATTTTAAACATAGTCTTGCACTTATTTTT 

ACTGCATGTGGATAAAAGTTTTTCGAATCGTTTGCAGGCAAATGTAAACTATTACTTTTT 

AATGATTTCTGATACTCTTTGATTCCATTCTGTCATACTTTTTTCTGCATTTGAAACGCT 

AATTAAGTATTTCTTGGCCCTGCTTCTTTTCCTTTTGATTTCTTTTTTTATTCTCAAGTT 

TTTAATTTCTGGAGAATCTCTTTTTTTGTTTATTTTGTTAACACAGTTAGTGGAGCCTTG 

TAGTATCGAGAGTAGACTATCTTTGGAAAGCAATGCGAGTTGAGAGATTGTGGAGTGTAC 

TACAGAACCAATATTAAACACAATCTTTCCTCAAACTGTAACACCGAGTTTTTTTCCCCA 

CCAATCGTGAATCCGATAGCATATACTTTTGTCTAGAAATTTCAATAAACAACAGAATAA 

CGAAGAGTGCTAAGGGACAAATGCAAAACCCTCCGTTGATTCGTCCCGATATGTATAATC 

AGGGAAGCAGCTCAATGGCTACTTATAATGCCTCTGAGAAGAATCTAAATGAGCATCCTT 

CTCCGCAAATTGCACAGCCCAGCACGTCCCAAAAGTTACCTTATA6AATAAATCCTACAA 

CCACTAATGGGGACACCGACATATCTGTTAACAGCAATCCTATCCAGCCTCCTTTGCCAA 

ACTTGATGCATCTATCTGGTCCGTCTGACTATAGATCGATGCATCAAAGTCCTATACATC 

CATCTTATATCATCCCTCCGCATTCAAATGAAAGAAAACAATCAGCTTCTTACAACAGAC 

CTCAAAATGCTCATGTTAGTATTCAACCTTCCGTGGTATTCCCCCCTAAAAGTTATTCCA 

TATCTTATGCACCTTATCAAATAAATCCCCCTTTACCAAATGGACTTCCGAACCAGAGCA 

TATCTTTGAATAAGGAGTATATTGCAGAGGAGCAACTATCAACCCTCCCATCTCGCAATA 

CCAGTGTTACTACTGCACCTCCTTCTTTTCAAAACAGTGCTGATACCGCTAAAAATTCAG 

CTGATAATAATGATAATAATGATAATGTAACCAAACCTGTTCCTGATAAAGACACCCAAC 

TCATAAGTAGTTCAGGCAftAACTTTAAGAAATACTAGAAGAGCTGCTCAAAATAGAACCG 

CTCAAAAGGCATTTAGACAAAGGAAAGAAAAATACATCAAGAATCTCGAACAAAAATCAA 

AGATATTTGACGATTTACTAGCAGAAAATAATAACTTCAAATCATTAAACGATTCATTAA 

GAAATGACAACAACATTTTAATAGCTCAGCATGAAGCTATAAGGAATGCAATTACTATGT 

TAAGAAGTGAGTATGATGTCTTATGTAACGAAAACAACATGTTGAAGAATGAGAATAGTA 

TAATAAAAAATGAACACAACATGTCAAGAAATGAAAATGAAAACCTAAAACTTGAGAATA 

AACGCTTCCACGCTGAATATATACGAATGATCGAGGATATTGAAAATACTAAAAGAAAGG 

AACAAGAACAACGAGATGAAATAGAGCAACTAAAAAAAAAAATAAGATCCCTGGAGGAAA 

TAGTAGGGAGACACTCGGATAGTGCCAGGTAA 

YDR259C, 383 aa (SEQ ID NO 56) 

MQNPPLIRPDMYNQGSSSMATYNASEKNLNEHPSPQIAQPSTSQKLPYRINPTTTNGDTD 
ISVNSNPIQPPLPNLMHLSGPSDYRSMHQSPIHPSYIIPPHSNERKQSASYNRPQNAHVS 
IQPSWFPPKSYSISYAPYQINPPLPNGLPNQSISLNKEYIAEEQLSTLPSRNTSVTTAP 

PSFQNSADTAKNSADNNDNNDNVTKPVPDKDTQLISSSGKTLRNTRRAAQNRTAQKAFRQ 
RKEKYIKNLEQKSKIFDDLLAENNWFKSLNDSLRNDNNILIAQHEAIRNAITMLRSEYDV 
LCNENlSnyiLKNENSIIKNEHNMSBJMENENLKLENKRFHAEYIRMIEDIENTKRKEQEQRDE 
lEQLKKKIRSLEEIVGRHSDSAT 



wo 01/02550 



20/161 



PCT/BEOO/00077 



YDR294C, 2270 bp, CDS: 501-2270 (SEQ ID NO 57) 

CCGACAGTACGACTTAAAAAACAAAAACAACGTCCAGGTGGAAAAAGCTGCCGCAAATGG 

TACACGGTTTAGATCAACAAGATCCAATACCCCTAATTACACATGAATGTGACGTTTCCT 

AAAAGAAGTAGCCTGTATAATATAGAGAGATTTTATATACTTTCTTAATGAATTAGACTG 

TTTCTACAAGTATTTGACACTGGAAAAAAAGAGAAAGTACATAGAGATTGGCCAAATATT 

TAAATCTACACAGTTGCCTATCGTTTATCGCCTTATTCTTCAGAAACATTTCATCAACTA 

CTCTGGTGCATTATTTCATGTTAGTTACCATATATACCGGCCGGCCGCATCGGGGTTTTT 

TGATTGAAAAAATTGGTATATTTTCAGTACACATATAAATAAAACCCTCAATTTGCCTCT 

CCAACCGTTATAACTATTCCAGATCCTCTTTACCGAGCAAGTAGGCTAGCTTCTGTAAAG 

GGATTTTTCCATCTAATACAATGAGTGGAGTATCAAATAAAACAGTATCAATTAATGGTT 

GGTATGGCATGCCAATTCATTTACTAAGGGAAGAAGGCGACTTTGCCCAGTTTATGATTC 

TAACCATCAACGAATTAAAAATAGCCATACATGGTTACCTCAGAAATACCCCATGGTACA 

ACATGTTGAAGGATTATTTGTTTGTGATCTTTTGTTACAAGCTAATAAGTAATTTTTTTT 

ATCTGTTGAAAGTTTATGGGCCGGTGAGGTTAGCAGTGA6AACATACGAGCATAGTTCCA 

GAAGATTGTTTCGTTGGTTATTGGACTCACCATTTTTGAGGGGTACCGTAGAAAAGGAAG 

TCACAAAGGTCAAACAATCGATCGAAGACGAACTAATTAGATCGGACTCTCAGTTAATGA 

ATTTCCCACAGTTGCCATCCAATGGGATACCTCAGGATGATGTTATTGAAGAGCTAAATA 

AATTGAACGACTTGATACCACATACCCAATGGAAGGAAGGAAAGGTCTCTGGTGCCGTTT 

ACCACGGTGGTGATGATTTGATCCACTTACAAACAATCGCATACGAAAAATATTGCGTTG 

CCAATCAATTACATCCCGATGTCTTTCCTGCCGTACGTAAAATGGAATCCGAAGTGGTTT 

CTATGGTTTTAAGAATGTTTAATGCCCCTTCTGATACAGGTTGTGGTACCACAACTTCAG 

GTGGTACAGAATCCTTGCTTTTAGCATGTCTGAGCGCTAAAATGTATGCCCTTCATCATC 

GTGGAATCACCGAACCAGAAATAATTGCTCCCGTAACTGCACATGCTGGGTTTGACAAAG 

CTGCTTATTACTTTGGCATGAAGCTACGCCACGTGGAGCTAGATCCAACGACATATCAAG 

TGGACCTGGGAAAAGTGAAAAAATTCATCAATAAGAACACAATTTTACTGGTCGGTTCCG 

CTCCAAACTTTCCTCATGGTATTGCCGATGATATTGAAGGATTGGGTAAAATAGCACAAA 

AATATAAACTTCCTTTACACGTCGACAGTTGTCTAGGTTCCTTTATTGTTTCATTTATGG 

AAAAG6CTG6TTACAAAAATCTGCCATTACTTGACTTTAGAGTCCCGGGAGTCACCTCAA 

TATCATGTGACACTCATAAATATGGATTTGCACCAAAAGGCTCGTCAGTTATAATGTATA 

GAAACAGCGACTTACGAATGCATCAGTATTACGTAAATCCTGCTTGGACTGGCGGGTTAT 

ATGGCTCTCCTACATTAGCAGGGTCCAGGCCTGGTGCTATTGTCGTAGGTTGTTGGGCCA 

CTATGGTCAACATGGGTGAAAATGGGTACATTGAGTCGTGCCAAGAAATAGTCGGTGCAG 

CAATGAAGTTTAAAAAATACATCCAGGAAAACATTCCAGACCTGAATATAATGGGCAACC 

CTAGATATTCAGTCATTTCATTTTCTTCAAAGACCTTGAACATACACGAACTATCTGACA 

GGTTGTCCAAGAAAGGCTGGCATTTCAATGCCCTACAAAAGCCGGTTGCACTACACATGG 

CCTTCACGAGATTGAGCGCTCATGTTGTGGATGAGATCTGCGACATTTTACGTACTACCG 

TGCAAGAGTTGAAGAGCGAATCAAATTCTAAACCATCCCCAGACGGAACTAGCGCTCTAT 

ATGGTGTCGCCGGGAGCGTTAAAACTGCTGGCGTTGCAGACAAATTGATTGTGGGATTCC 

TAGACGCATTATACAAGTTGGGTCCAGGAGAGGATACCGCCACCAAGTAG 

YDR294C, 589 aa (SEQ ID NO 58) 

MSGVSNKTVSINGWYGMPIHLLREEGDFAQFMILTINELKIAIHGYLRNTPWYNMLKDYL 
FVIFCYKLISNFFYLLKVYGPVRLAVRTYEHSSRRLFRWLLDSPFLRGTVEKEVTKVKQS 
lEDELIRSDSQLMNFPQLPSNGIPQDDVIEELNKLNDLIPHTQWKEGKVSGAVYHGGDDL 
IHLQTIAYEKYCVANQLHPDVFPAVRKMESEWSMVLRMFNAPSDTGCGTTTSGGTESLL 
LACLSAKMYALHHRGITEPEIIAPVTAHAGFDKAAYYFGMKLRHVELDPTTYQVDLGKVK 
KFINKNTILLVGSAPNFPHGIADDIEGLGKIAQKYKLPLHVDSCLGSFIVSFMEKAGYKN 
LPLLDFRVPGVTSISCDTHKYGFAPKGSSVIMYRNSDLRMHQYYVNPAWTGGLYGSPTLA 
GSRPGAIWGCWATMVNMGENGYIESCQEIVGAAMKFKKYIQENIPDLNIMGNPRYSVIS 
FSSKTLNIHELSDRLSKKGWHFNALQKPVALHMAFTRLSAHWDEICDILRTTVQELKSE 
SNSKPSPDGTSALYGVAGSVKTAGVADKLIVGFLDALYKLGPGEDTATK 

YDR430C, 3470 bp, CDS: 501-3470 (SEQ ID NO 59) 

ACGTCATTTTGTTCTTGTGGAGCTGGTGGTTCTTGTGGAGCAGATTCCTGTGGAGCAGAT 

TCCTGTGGAACTTGTGGTTCTTGTGGAGCATCTGGAGCCTGTGGTGGTTCTTGGTGCTGT 

TCTTCGACTGGGGCATCGACAACAGATTCTGGTAGTTGCTCTACGTGAGTTTCTTGAGCT 

TCAGACATTATCCTTATGGTTTTAGCGTAATTGCTTAATTTTGATTCCTTCAAAAGTATA 

TATATTTAGAAGAGAGGAAATTATTTTTCTCATGTCCTTTTTAAATCCCTTTGGGTGGCG 

AAAAAAAAGAATGTAAAAAATTTTGCCCTTCGTTTACAGTGATAAATATACGGAGGGGCT 

CTATGATAAAGGTAGTAGTAAATCATTGAATTGTTGAACAAGCATTGACAGATATGATAA 
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CAAGCAATTGTAATCAATAAGCCACCAATTAGAAGGCTACTCAAAAGAATAAAGTTACTA 
TAAAATATACTGCGGTATATATGTTGCGGTTTCAGCGATTTGCGTCCTCGTATGCCCAAG 
CACAGGCCGTTAGAAAATATCCAGTTGGAGGTATATTCCATGGTTATGAAGTGAGAAGAA 
TTCTACCGGTTCCGGAGCTGAGACTCACTGCGGTAGATTTGGTGCACTCCCAGACAGGAG 
CCGAGCATTTGCATATTGATAGAGACGACAAGAATAATGTGTTCAGCATTGCTTTTAAAA 
CCAACCCTCCAGATTCCACTGGGGTCCCTCATATTCTAGAGCATACAACGTTGTGTGGGT 
CTGTTAAATATCCAGTTAGGGACCCTTTTTTCAAAATGCTAAATAAATCTCTAGCTAATT 
TCATGAACGCTATGACAGGTCCAGATTATACATTTTTTCCCTTTTCCACTACGAACCCTC 
AAGATTTCGCTAATTTAAGAGGTGTTTATTTAGACTCCACCTTGAATCCGCTACTTAAAC 
AAGAAGATTTTGATCAGGAGGGTTGGAGGTTGGAGCATAAAAACATCACAGACCCGGAGA 
GTAACATTGTTTTCAAAGGTGTTGTCTATAACGAAATGAAAGGTCAAATATCAAATGCCA 
ATTACTATTTCTGGAGTAAATTTCAACAGTCTATTTATCCTTCCCTGAATAACTCCGGCG 
GAGATCCTATGAAAATTACAGACTTGAGATACGGCGATCTCTTGGATTTCCATCACAAAA 
ATTACCATCCCTCCAATGCAAAAACTTTCACGTACGGTAACTTGCCATTGGTGGATACGT 
TAAA6CAATTAAATGAGCA6TTCAGTG6TTACGGGAAGAGAGCTCGAAAGGATAAGTTGT 
TAATGCCTATTGATTTAAAAAAAGACATAGATGTCAAGTTACTGGGTCAAATAGATACTA 
TGCTTCCACCGGAGAAGCAGACAAAAGCCTCAATGACGTGGATTTGTGGAGCGCCACAGG 
ACACATATGATACCTTTTTGTTAAAAGTACTGGGGAATTTATTAATGGATGGCCATTCTT 
CTGTAATGTATCAAAAATTAATAGAATCAGGAATTGGTTTGGAGTTCTCCGTAAATTCAG 
GTGTTGAACCAACTACAGCAGTAAATTTGCTAACTGTTGGTATACAGGGCGTGAGTGATA 
TTGAAATATTTAAAGACACTGTAAATAATATTTTTCAAAACCTGTTGGAAACAGAACATC 
CTTTTGACCGCAAGCGTATCGATGCCATAATTGAACAATTGGAATTATCTAAGAAGGATC 
AAAAGGCTGACTTTGGACTTCAATTACTCTATTCTATACTACCTGGTTGGACAAACAAAA 
TCGATCCTTTTGAGAGCTTGTTGTTTGAGGACGTTTTGCAAAGATTTAGAGGTGACTTAG 
AAACGAAAGGTGATACTTTATTCCAAGATTTAATCCGTAAATATATCGTTCATAAACCTT 
GTTTCACGTTTTCCATTCAGGGATCTGAAGAGTTCTCTAAATCTTTGGATGATGAAGAAC 
AAACAAGACTGAGAGAAAAAATTACTGCCTTGGATGAACAAGACAAGAAAAACATCTTTA 
AACGTGGTATACTGTTACAGGAGAAACAAAATGAAAAAGAAGATTTATCCTGTTTACCTA 
CCTTACAAATAAAAGACATCCCAAGAGCTGGTGATAAATATTCAATCGAACAGAAGAATA 
ATACAATGTCTAGGATTACTGATACCAATGGTATCACATATGTCAGAGGTAAACGTTTAC 
TAAATGACATAATACCCTTTGAACTCTTCCCATACTTACCTTTATTTGCTGAATCGTTAA 
CTAACCTAGGGACAACAACAGAATCCTTCAGTGAAATAGAAGATCAGATAAAATTACATA 
CGGGTGGTATATCAACACATGTAGAGGTTACATCTGACCCTAACACCACAGAGCCTCGCC 
TGATTTTCGGGTTTGACGGATGGTCTTTAAATTCGAAGACCGACCACATTTTTGAATTCT 
GGTCTAAGATCTTACTAGAAACTGATTTCCATAAAAACAGCGATAAATTGAAAGTTCTTA 
TCCGCTTATTAGCATCTTCAAACACATCTTCTGTAGCAGATGCCGGTCATGCATTTGCAA 
GGGGCTATTCTGCCGCACATTATAGATCAAGTGGAGCTATAAATGAGACCCTCAATGGTA 
TTGAGCAACTACAATTTATAAATAGATTGCACAGCTTGTTAGACAATGAAGAAACTTTCC 
AAAGAGAAGTTGTCGACAAGCTAACTGAATTGCAAAAGTACATTGTTGATACCAATAACA 
TGAATTTTTTTATCACCTCAGACTCTGATGTTCAAGCGAAAACAGTAGAAAGCCAAATTT 
CAAAATTCATGGAGAGATTACCTCATGGCAGCTGCTTGCCCAATGGACCAAAGACTTCAG 
ATTATCCTCTTATTGGATCCAAATGTAAACATACTTTGATAAAATTTCCTTTCCAGGTCC 
ATTACACATCCCAAGCTTTATTGGGTGTGCCGTATACACATAAGGATGGCTCTGCACTTC 
AAGTTATGTCAAATATGCTAACATTCAAACATTTGCACAGAGAAGTCAGAGAAAAGGGTG 
GTGCTTATGGTGGTGGTGCTTCTTATAGCGCCTTAGCGGGTATTTTCAGTTTCTATTCCT 
ATAGGGATCCTCAGCCTTTGAAGAGTTTAGAAACCTTCAAGAATAGCGGGCGTTATATAC 
TGAACGATGCCAAGTGGGGCGTCACAGACCTTGATGAAGCTAAATTGACAATATTTCAAC 
AA6TAGACGCACCTAAAAGTCCCAAAG6AGAAGGCGTGACGTATTTCATGAGCGGTGTTA 
CAGACGATATGAAACAAGCAAGAAGGGAACAACTCTTAGACGTATCTCTCCTGGACGTTC 
ATAGAGTCGCCGAAAAATATCTACTAAACAAAGAAGGGGTGAGTACGGTCATTGGACCTG 
GAATCGAGGGGAAGACTGTTTCACCAAATTGGGAGGTGAAGGAACTGTAG 

YDR430C, 989 aa (SEQ ID NO 60) 

MLRFQRFASSYAQAQAVRKYPVGGIFH6YEVRRILPVPELRLTAVDLVHSQTGAEHLHID 
RDDKNWFSIAFKTNPPDSTGWHILEHTTLCGSVKYPVRDPFFKMLNKSLANFMNAIOTG 

PDYTFFPFSTTNPQDFANLRGVYLDSTLNPLLKQEDFDQEGWRLEHKNITDPESNIVFKG 
WYNEMKGQI SNANYYFWSKFQQS I YPSLNNSGGDPMKITDLRYGDLLDFHHKNYHPSNA 
KTFTYGNLPLVDTLKQLNEQFSGYGKRARKDKLLMPIDLKKDIDVKLLGQIDTMLPPEKQ 
TKASMTWICGAPQDTYDTFLLKVLGNLLMDGHSSVMYQKLIESGIGLEFSVNSGVEPTTA 
VNLLTVGIQGVSDIEIFKDTVNNIFQNLLETEHPFDRKRIDAIIEQLELSKKDQKADFGL 
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QLLYSILPGVJTNKIDPFESLLFEDVLQRFRGDLETKGDTLFQDLIRKYIVHKPCFTFSIQ 
GSEEFSKSLDDEEQTRLREKITALDEQDKKNIFKRGILLQEKQNEKEDLSCLPTLQIKDI 
PRAGDKYSIEQKNNTMSRITDTNGITYVRGKRLLNDIIPFELFPYLPLFAESLTNLGTTT 
ESFSEIEDQIKLHTGGISTHVEVTSDPNTTEPRLIFGFDGWSLNSKTDHIFEFWSKILLE 
TDFHKNSDKLKVLIRLLASSNTSSVADAGHAFARGYSAAHYRSSGAINETLNGIEQLQFI 
NRLHSLLDNEETFQREWDKLTELQKYIVDTNNMNFFITSDSDVQAKTVESQISKFMERL 
PHGSCLPNGPKTSDYPLIGSKCKHTLIKFPFQVHYTSQALLGVPYTHKDGSALQVMSNML 
TFKHLHREVREKGGAYGGGASYSALAGIFSFYSYRDPQPLKSLETFKNSGRYILNDAKWG 
VTDLDEAKLTIFQQVDAPKSPKGEGVTYFMSGVTDDMKQARREQLLDVSLLDVHRVAEKY 
LLNKEGVSTVIGPGI EGKTVS PNWEVKEL 

YDR438W, 1613 bp, CDS: 501-1613 (SEQ ID NO 61) 
CTTTTCTCAGCACCTGTCCAGAGACATAACATCACAATCACATCGCCCCAGTAAATGCA 
TACGCAAGATAAGATACAAACTGGCTACGGGAACACTACGCCAACGTGATTGGCAATTGT 
GCTCTAATAGTTACTCTATTATTGCTGTTAATTGACAATGTTTAGTCACGTGCAACACAA 

TTCAAGTCACGTGGAAAGGCCTTCACATGGTGATCCATCTTCTACATCTTCATCGGTCCT 
GCATAAAGTCATAATATGGGGCTACTGGAATGTATGCACTTAACAGTACTATTATATGGT 
GAGGCTGTAATGCTTACCGTTTTGTGGCTATTCTCGTATTCTGTAGGCCCCCCCATACAC 
ATTTTTCGGTAACTGCGGCATATAGATGAAAGTTGAAATGAATATTCAAAAGAATATATA 
TAATAATGCAGGAGATCAAGGAAGAATTAGATATGTATAAGAGTGATGGTAGAGGCAAAA 
AATAAAAAGTAAGCAGGAGAATGAATCGTGTTGGTATAGACGTAGATCATATGATAGGGG 
TCCTGCTTCTGGCCGTAGTGGTGGTGTTTTGGGTTGGCGCTTCGTGTTTGACTAATGAAT 
TGCTCGAGACAAACGCGTACAATAAACCTTTCTTCCTTACTTATCTAAACATATCATCGT 
TTGCTCTTTATTTGACGCCAGATCTATGGAGGATAATCCAATCAAGAAGGAAGAGCTTGC 
AGGAACGGACAGAACGAACATTACCTATTCACACACAAGAATCTTTTTCAGAGTTCCTAC 
CTTTACTATCTTCAACTCCTTCTACTTCTTCAAATTTGTCTTCGATAGCGGACACGAAAG 
TGAAGGATACAATGAGGTTGAGTCTGCTATTTTGCGTCTTGTGGTTCGTGGCAAATTTGG 
CGGCTAACGCTGCTTTGTCGTATACCACAGTGGCTTCGTCAACAATTCTTTCATCGACAT 
CCTCATTTTTTACCTTATTTCTTGCCACTAGTCTAGGAATAGAAACTTTTTCGACAAAAA 
AACTGCTGGGGTTATTTGTGTCTTTGTTTGGAATTATCTTAATTGTGATGCAATCCTCGA 
AGCAACAGGATTCTGTGAGTGCTTCCTCCTTTTTGGTAGGTAACACTTTAGCACTGCTGG 
GGTCATTGGGTTACAGTGTCTATACAACCCTTTTGAAATACGAAATATCATCCAAAGGTC 
TCAGACTAGACATTCAGATGTTTCTTGGTTATGTTGGTATCTTCACGTTTCTGTTGTTTT 
GGCCAATTTTAATAATCCTGGATATAACACATATGGAAACTTTTGAACTACCAAGTAACT 
TCCACATTTCTTTTCTTGTCATGTTAAATTGTATCATTATCTTTGTTAGTGACTATTTTT 
GGTGTAAAGCCCTCATTTTGACATCACCCTTGGTGGTTACCGTTGCCTTAACTTTTACTA 
TCCCGTTAGCCATGTTCGCTGATTTTGTATGGCGAGAGGCATTTTTTACGCCTTGGTATA 
TCATTGGTGTTATTTTCATTTTTGTTTCATTCTTTCTAGTTAACCATCGGGGAGAATCTG 
CTGTTGAAAAGGACTGTGCTGCGGTTGAAAAAGGACCTATCTTGGATGCCTAA 

YDR438W, 370 aa (SEQ ID NO 62) 

MNRVGIDVDHMIGVLLLAWWFWVGASCLTNELLETNAYNKPFFLTYLNISSFALYLTP 
DLWRIIQSRRKSLQERTERTLPIHTQESFSEFLPLLSSTPSTSSNLSSIADTKVKDTMRL 
SLLFCVLWFVANLAANAALSYTTVASSTILSSTSSFFTLFLATSLGIETFSTKKLLGLFV 
SLFGIILIVMQSSKQQDSVSASSFLVGNTLALLGSLGYSVYTTLLKYEISSKGLRLDIQM 
FLGYVGIFTFLLFWPILIILDITHMETFELPSNFHISFLVMLNCIIIFVSDYFWCKALIL 
TSPLVVTVALTFTIPLAMFADFVWREAFFTPWYIIGVIFIFVSFFLVNHRGESAVEKDCA 
AVEKGPILDA 

YDR450W, 1376 bp, exonl : 501-547, intronl : 548-982, exon2 : 
983-1376 (SEQ ID NO 63) 

CGGCCCATGAGCATAAATTGAGAACGATATTATTAATTCTAGTATATTTTAGGAACAGCA 
GGCCATTATATCCAAAACTTTTTTAAAATAGCATCCACATCACTTACTGGCGTACAGTTT 
CGTGTCTGGCAACAAAAAAGTACATTTAATTTCAATGATTAAAAAGACATTAAACATCCG 
TACATTACGCACCCATGCATGCTATCTGAAAATATTCTACATGCTGCTTTTAGAAATTTG 

AAGCGGCATATGGTGTTTCCTTGCGGAGACGCGCGCTCAGGGGAACTGCGATTCCGAAAG 
ATGCCTTTCCCAGTCCCATATGCCCATCCCAAGATCATGCCCGGGAGAGCAAATGTCGCC 
CCAGCCAGGTCGGACACATCTGTCATTCGACCACTAAGTATTGTCAAAGCTAGGGTTAAT 
TGAAGATAGCTCTACATGTTATTAGTAGAGTTTTTAAACGTTGAGATACTAGTGAACGTA 
TACACAAGAGCGGATAAAAGATGTCTTTAGTTGTCCAAGAACAAGGTTCCTTCCAACACA 
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TTTTACGGTATGTTTATTATTACTAGTGAGCTATGACAAAATCGGCTAAAAACTTAAAAA 
TATGACAGACAAGAAAGGAAATTCATTCACCTCTTTAATCGTGGCGATTATTCGCTAACG 
ACGTGATTAAATATAATAATGATGTTCCCGGGCTGGACTAAGAACGTAATAATAAGGCTG 
ATGAACAAATTTATGGTTTATGCATCAAAAAGGAACATGAATTTGGCATAAGCGCACATA 
ATTACGGAACATTGCAATAGCGGTCGGAGGTAAAGTACCGGGAATGCTTTACAATGAATC 
AGCTATTGGCGGATATTGACCAACCAACACTAAAATTTTATATCCTGCTCCGATTTTTGT 
CTTGGCCGTGAAATCCATTATGCACATTTTTTACTAACGTTTATCAATAAGTTCGGTTTC 
CCGTCTAAATTTTTTTACGCAGTTTGTTGAACACTAACGTTGACGGTAACATTAAGATCG 
TTTACGCTTTGACCACTATCAAGGGTGTTGGTCGTCGTTACTCCAACTTGGTCTGTAAGA 
AGGCTGATGTTGATTTACACAAGAGAGCTGGTGAATTGACCCAAGAAGAATTGGAAAGAA 
TTGTTCAAATTATGCAAAACCCAACTCACTACAAAATCCCAGCTTGGTTCTTGAACCGTC 
AAAATGACATCACTGATGGTAAGGACTACCACACTTTGGCTAACAACGTCGAATCCAAAT 
TGAGAGATGACTTGGAAAGATTAAAGAAAATCAGAGCTCATCGTGGTATCAGACACTTCT 
GGGGTTTGCGTGTTAGAGGTCAACACACCAAGACCACTGGTAGAAGAAGAGCTTAA 

YDR450W, 146 aa (SEQ ID NO 64) 

MSLWQEQGSFQHILRLLNTNVDGNIKIVYALTTIKGVGRRYSNLVCKKADVDLHKRAGE 
LTQEELERIVQIMQNPTHYKIPAWFLNRQNDITDGKDYHTLANNVESKLRDDLERLKKIR 
AHRGIRHFWGLRVRGQHTKTTGRRRA 

YDR486C, 1289 bp, CDS: 501-1289 (SEQ ID NO 65) 

ACTGCATACACAATAACTGTAGATGTAGCCCAAGGCACTACCACAGGTATTTCTGCTCAC 

GACAGGTCGATGACTTGTAGGGCTCTTGCAGACTCTTCCTCTACGCCAAAATCATTTTTA 

AAACCAGGGCACATCTGTCCCTTGAGAGCCGCTGATGGCGGTGTTTTGCAGAGAAGAGGC 

CACACTGAGGCCGGTGTCGATTTGTGTAAACTAAGTGGACTAAGTCCCGTCGCTGTTATT 

GGCGAATTGGTTAACGATGACGAACAAGGAACTATGATGAGATTAAATGACTGCCAAGCG 

TTTGGTAAGAAACATGGCATTCCTTTGATCTCCATCGAAGAATTGGCCCAATATTTGAAG 

AAATAATCTGGTGAACATTTTCTCCATTCATTCTATCACAACAGACTCACACATATATAC 

ATGTATATATTTGTAACTTTGTATATATCTTTTGTTTTTTGACCTTTTTCTTCCTCTATG 

TTTTTCAGCCATACAAAAATATGGGATTTTTAGCAAGAGAAAAAGTACATCTAAAAAAAG 

TAGTAATAGGAGGAAGCCAAGATTGGTTGAAACACAGTTATAAACTCTTCAAGGCAATTA 

TGAACAGGATTTTCGGATATGGGAACAAAAAGAGCCATGATCAGCTCTTACAAGAGTCGA 

ATCAGTCCATGAATCAGGCCCAACAATCACTATCGAACAGAATATCCCAGTTAGATACTC 

AAATCGCCCAGTTAAACTTCCAGCTGCAAAATATTCAAAAGAATTTGCAAAGATCAAACA 

ACAAGCAACCCTCGTTAAGAAAACAGGCTTTGAAGATTTTAAATAAACGTAAACAGTTAG 

AAAATATGAAGGATTCTTTAGATTCTCAATCCTGGTCCATGACGCAAGCCCAGTTAACAA 

ATGATAACTTACAGAACACAATGATCACTATAAACGCACTAAAGCAAACAAACAATGCCA 

TGAAGGCTCAATACGGCAAGATAAATATCGACAAACTACAGGACATGCAGGATGAGATGC 

TGGATTTAATAGAACAAGGGGATGAGCTGCAAGAAGTCTTGGCAATGAATAATAACAGTG 

GCGAGCTCGACGACATTAGTGATGCAGAGCTGGATGCAGAGCTGGATGCTCTGGCACAAG 

AGGATTTCACTTTGCCAACCAGCGAAAACTCATTAGGTAACGATATGCCCA6TTACTTAC 

TAGGTGCGAATGCGCCACCGGCTTTTATTGATGAAGAGCCAAACTTAGATACTGAAGACA 

AAAATAAAGCTTTAGAAAGCGCTCAGTGA 

YDR486C, 262 aa (SEQ ID NO 66) 

MGFLAREKVHLKKWIGGSQDWLKHSYKLFKAIMNRIFGYGNKKSHDQLLQESNQSMNQA 
QQSLSNRISQLDTQIAQLNFQLQNIQKNLQRSNNKQPSLRKQALKILNKRKQLENMKDSL 
DSQSWSMTQAQLTinJNLQNTMITINALKQTONAMKAQYGKINIDKLQDMQDEMLDLIEQG 
DELQEVLAMNNNSGELDDISDAELDAELDALAQEDFTLPTSENSLGNDMPSYLLGANAPP 
AFIDEEPNLDTEDKNKALESAQ 

YDR471W, 1295 bp, exonl : 501-531, intronl : 532-915, exon2 : 
916-1295 (SEQ ID NO 67) 

GGCAAATCAATTAAAATTCCTTTTCTCTCTACCTTTGCTAATATTAAAAACCATAGTTGT 
AAAGGGTACTTAATGCTATATTCCTGTTAAGTTTCCTATTTCACCTTGTTTTTTCCAATT 

CTTACCAATTTGAAGACTATGTTTTTAAACACCCAATCATTTTCCACCCACACATATATT 
ACCCTTTTTTTGGGTGAAGAGAAGTAGTATTTTGTTTTTCATGGGAGTGGAAGTCCTTTC 
AAAACTAATCCGAGCAGTAGTGCTGTCTAGGCGGAGATTATTGAAAGTCGGCATTGGCTG 
CAGCTAGCGTTTTGTTTTTGGTACTACCTGTCAAACCCGGCGTCTGCCTAGATTGCGCGG 
AGGGTACGTTGAAACTTTTGCCTTTCCACGTCAGTTTATAATATCAAAAGCAGCAATATA 
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CACATTTAATGGTTTGCCCTTAGTGACTATTAGGGCGTTTTGGTGAAAAGAAAGAGTCGC 
TCAAAGAAATCAATATAACCATGGCTAAATTTTTGAAAGCAGGTAAAGTTGGTACGTAAA 
TTTAACAGAGCAAACGCTCTAATTAAGATATCGAATAAAAGGGGACTTTCAGGTGCATAA 
GATGGGAAATTGTACAATCTGAGGGACAAACAATATGGAAAGCAGTACATGATTGTATTG 
TCATTGTAGGAGGTACCAATTGTGCCAGTAAAAAAGAGAGGGCCCGGGGAGCACCACATT 
CACGACCAATCGTGTCGATCTGCAAAAAAGGCACATGGAAAATGTAATTTATCAGTGTTC 
AACACTGAGTTGAACAGATAGCTATCTAATCAATGTTAACTTTCCAGGGAACAAAAAGCT 
AAATCCACTTCTCTTTTATTTCAAAATATCATTAGAAATAGAAAAATTTACTAACAAATT 
TTCGTATTATCGTAGCTGTCGTTGTTCGTGGTCGTTACGCTGGTAAGAAGGTTGTGATCG 
TTAAGCCACACGATGAGGGTTCTAAATCTCATCCATTCGGTCACGCTTTGGTTGCCGGTA 
TTGAAAGGTACCCATCAAAGGTCACCAAGAAGCACGGTGCCAAGAAGGTCGCTAAGAGAA 
CTAAAATCAAGCCATTCATCAAAGTCGTCAACTACAACCACTTATTGCCAACCAGATACA 
CCTTGGATGTTGAAGCTTTCAAGAGCGTTGTATCTACAGAGACTTTTGAACAACCATCCC 
AACGTGAAGAAGCCAAGAAGGTTGTAAAGAAGGCATTTGAAGAAAGACATCAAGCTGGTA 
AAAACCAATGGTTCTTCTCCAAGTTGAGATTCTAA 

YDR471W, 136 aa (SEQ ID NO 68) 

MAKFLKAGKVAVWRGRYAGKKWIVKPHDEGSKSHPFGHALVAGIERYPSKVTKKHGAK 
KVAKRTKIKPFIKWNYDJHLLPTRYTLDVEAFKSWSTETFEQPSQREEAKKWKKAFEE 
RHQAGKNQWFFSKLRF 

YDR499W, 2744 bp, CDS: 501-2744 (SEQ ID NO 69) 

TAACAATAGAAAAAAATACACACACATTAGATTGGAATTAGAGCTTAAGTGGTACAAACT 
AGGGCTAATAAAGAGGTAACGGTCGGTTCTCTACTAAGGTTCGTATTGTGTGGCACCGAT 
GTTAAGCACTTTTAAGCGGAATAACTCGAGTGGAAATTTTATGTTTAGTTAGGTTTTACC 
TTGAATTTTTTTAAAAAAAAAAGAGTCAGACAGGCTCGCTCTTTCCTACTAAATATTAGG 
AGCAAAGCAGTAAAAAGTCTCTGAATAAGGATAGTAACCTGTAGTAACTCCAAAATTTAT 
CTTACAAAGAGCTATTAGTATCTTGGTTCTTCTATTTTCTTCGATTATTGGTGATTTTTC 
CCGCCTCTAGCCAAATCCGAGC6TTCCATCGATTTTTTGGGGAAAACAGCACATGCAATA 
AAATAAAAAGCAAACAAATACGCGATAGTGCACGAAACGTCAACACAATCATCAAACTCT 
TTTGCATATTTCTATTATAGATGAGACGAGAAACGGTGGGTGAATTTTCTTCAGATGACG 
ATGATGATATTCTTTTGGAATTAGGCACCAGGCCTCCAAGGTTTACTCAAATACCGCCAT 
CATCAGCAGCATTACAAACACAAATTCCCACTACTTTGGAGGTTACAACGACCACATTAA 
ACAATAAACAGAGTAAAAATGATAACCAACTGGTTAACCAACTGAATAAAGCTCAAGGTG 
AAGCAAGCATGCTTCGTGATAAAATAAACTTTTTGAACATTGAAAGGGAAAAGGAAAAGA 
ATATTCAAGCCGTCAAAGTTAATGAATTGCAAGTCAAGCATCTTCAAGAGTTGGCTAAAT 
TAAAACAAGAATTACAGAAACTGGAAGATGAGAAGAAGTTCTTACAGATGGAAGCGAGAG 
GAAAATCGAAAAGGGAAGTTATTACGAATGTAAAACCACCGTCAACAACATTATCAACAA 
ACACAAACACTATAACGCCAGATTCGTCCTCAGTTGCAATCGAAGCAAAACCTCAATCAC 
CACAATCAAAAAAACGTAAGATAAGTGATAATTTACTGAAAAAAAATATGGTTCCCCTAA 
ACCCAAATAGGATTATTCCCGATGAAACGAGTTTATTTCTAGAGTCAATATTACTTCATC 
AAATAATAGGCGCTGACCTGAGCACAATAGAAATATTAAATAGATTGAAGCTTGACTACA 
TCACAGAGTTTAAATTTAAGAATTTCGTCATTGCTAAAGGAGCCCCCATAGGGAAGTCCA 
TAGTTTCTCTACTTTTGCGATGTAAAAAGACGTTGACCCTCGACAGGTTCATAGATACTT 
TGCTAGAGGATATAGCTGTTTTGATCAAGGAAATATCAGTTCATCCAAATGAATCGAAAT 
TAGCTGTCCCATTTCTCGTTGCATTGATGTATCAGATTGTACAATTTCGTCCTAGTGCCA 
CTCATAATTTAGCACTGAAGGATTGTTTTCTTTTTATTTGCGATTTAATAAGAATCTATC 
ATCATGTATTGAAAGTACCGATACATGAATCAAATATGAATTTGCATGTAGAACCTCAGA 
TTTTCCAATATGAACTGATAGACTATTTGATAATTTCGTATTCCTTTGATCTCCTAGAAG 
GTATATTAAGGGTACTGCAGTCGCATCCTAAGCAAACTTATATGGAATTTTTTGATGAAA 
ATATTCTAAAATCATTTGAATTTGTCTACAAACTAGCACTAACCATTTCATACAAGCCAA 
TGGTAAATGTAATATTTAGTGCAGTCGAGGTCGTTAATATTATCACTAGTATAATATTAA 
ATATGGACAATTCCTCAGATCTGAAATCCTTGATAAGCGGTAGTTGGTGGAGAGATTGTA 
TTACAAGATTATACGCTCTTTTGGAAAAGGAAATTAAGAGTGGCGACGTATATAATGAAA 
ATGTGGATACTACAACTCTTCATATGTCGAAGTACCATGACTTTTTTGGGTTAATCCGAA 
ATATAGGTGATAATGAATTGGGAGGATTGATATCAAAGCTGATTTATACTGACCGATTGC 
AAAGTGTCCCAAGGGTAATTTCTAAAGAGGATATTGGGATGGATAGCGACAAATTCACTG 
CCCCTATAATAGGTTACAAGATGGAAAAATGGCTTTTGAAGTTAAAAGATGAAGTTTTAA 
ATATTTTTGAAAATTTATTAATGATCTATGGAGACGATGCGACCATAGTAAATGGAGAAA 
TGCTCATCCACTCCTCTAAATTCTTATCCAGGGAGCAAGCGTTAATGATAGAAAGGTACG 



wo 01/02550 



25/161 



PCT/BEOO/00077 



TGGGACAAGACTCCCCGAACTTGGACCTCAGATGCCATCTTATTGAACATACTTTAACCA 
TAATATATAGGCTATGGAAAGACCATTTCAAACAATTGCGTGAAGAACAAATCAAGCAGG 
TAGAAAGCCAATTGATTATGTCACTATG6AGGTTTCTCGTATGCCAAACCGAAACTGTGA 
CAGCAAACGAAAGAGAAATGAGAGATCATCGACACCTTGTAGATAGTTTGCATGATCTGA 
CGATAAAGGATCAAGCCTCTTATTACGAAGATGCCTTTGAGGATTTACCAGAATATATCG 
AAGAAGAATTGAAGATGCAATTGAATAAAAGAACGGGGAGAATAATGCAAGTAAAGTACG 
ATGAGAAATTTCAAGAAATGGCAAGAACTATTCTTGAGTCAAAATCATTCGATCTAACCA 
CACTAGAGGAGGCCGATTCATTATATATCTCAATGGGACTGTAA 

YDR499W, 747 aa (SEQ ID NO 70) 

MRRETVGEFSSDDDDDILLELGTRPPRFTQIPPSSAALQTQIPTTLEVTTTTLNNKQSKN 
DNQLVNQLNKAQGEASMLRDKINFLNIEREKEKNIQAVKVNELQVKHLQELAKLKQELQK 
LEDEKKFLQMEARGKSKREVITNVKPPSTTLSTNTNTITPDSSSVAIEAKPQSPQSKKRK 
ISDNLLKKNMVPLNPNRIIPDETSLFLESILLHQIIGADLSTIEILNRLKLDYITEFKFK 
NFVIAKGAPIGKSIVSLLLRCKKTLTLDRFIDTLLEDIAVLIKEISVHPNESKLAVPFLV 
ALMYQIVQFRPSATHNLALKDCFLFICDLIRIYHHVLKVPIHESNMNLHVEPQIFQYELI 
DYLIISYSFDLLEGILRVLQSHPKQTYMEFFDENILKSFEFVYKLALTISYKPMVNVIFS 
AVE WNI I TS 1 1 LNMDNS SDLKSL I SGSWWRDC ITRL YALLEKE I KSGDVYNENVDTTTL 
HMSKYHDFFGLIRNIGDNELGGLISKLIYTDRLQSVPRVISKEDIGMDSDKFTAPIIGYK 
MEKWLLKLKDEVLNIFENLLMIYGDDATIVNGEMLIHSSKFLSREQALMIERYVGQDSPN 
LDLRCHLIEHTLTIIYRLWKDHFKQLREEQIKQVESQLIMSLWRFLVCQTETVTANEREM 
RDHRHLVDSLHDLTIKDQASYYEDAFEDLPEYIEEELKMQLNKRTGRIMQVKYDEKFQEM 
ARTILESKSFDLTTLEEADSLYISMGL 

YDR507C, 3929 bp, CDS: 501-3929 (SEQ ID NO 71) 

CTCTTTAAATATTCTATGTACTTTGTGCAAACATCATTGTCATCACATAAATGCATTCCT 
ACTATTACTAACTTGAACTTCACTTCACTGGAAGAACTGGGTTATTCAAGGTAAAGAAAT 
CATTTGTTTTGCGCCAA6TTTCGTCTGACAAGAATTTTTTATTATTATTTCCCACTTTTC 
ATCGAAGGAAACGCGTCAAATCCATTCGTTACTACGCGCAATCTGCGTTATTTCCTTTTT 
CGGCATACCATCGCGAAATATCAACGGCCACACCATAGATTCCTTTTGATGTTAAATTAA 
AAGCGACTGAATGAAGTGCACACATTTTTTATTTCTTCTTGATTTTCTTTTCTATTTTGT 
TTTGCTTTCTCTTCTGTCGACAACGTCTCAACTGTACTCACCATTAGTATTCTCGAAGGC 
TTTAGCAGACTTGTGAATAATTAATTGCCCACTTTGATCAAGAAAGATATTCGCAGCACA 
ATACAATAATAACATTCAAAATGGCAATCAATGGTAACAGTATTCCTGCCATAAAGGATA 
ATACCATCGGTCCATGGAAACTAGGTGAAACTCTCGGTCTAGGGAGCACTGGTAAAGTCC 
AGCTTGCTCGTAATGGATCCACAGGACAAGAGGCGGCAGTTAAGGTAATATCAAAAGCAG 
TATTCAATACCGGTAATGTCAGCGGTACTTCGATTGTTGGCTCCACCACCCCAGATGCTC 
TACCATATGGTATAGAACGCGAAATAATCATTATGAAGTTGTTAAACCACCCAAATGTGT 
TACGTTTATATGATGTCTGGGAAACAAATACAGATTTATACCTTGTTTTAGAATACGCGG 

agaaaggtgagttgttcaacttattggttgagagaggtcctctgccagagcatgaagcta 
tcaggttttttagacaaattattattggtgtgtcgtactgtcatgcgttgggtattGtcc 
atcgtgatctaaaaccggaaaatctattattagatcataaatataacatcaagattgcag 
attttggtatggctgctttggaaactgaaggaaagctactggagacgtcgtgcggatcac 
cacattatgctgcaccagaaattgtatctggtataccgtatcaaggtttcgcaagtgatg 
tgtggtcatgcggtgtgatcctattcgcccttcttactggtcggttaccctttgacgagg 
aagatggaaatataagaacactattacttaaagttcaaaaaggtgagttcgaaatgcctt 
ctgatgatgaaatttcgcgtgaagctcaggatttgattagaaaaatcttaaccgttgatc 
ctgaaagaagaatcaagaccagagatatactcaaacatccgctattacaaaaatatccaa 
gtataagagattctaaaagtattagaggcttaccaagagaagacacatatctcacgccat 
tatcagaaagtaattcttctatt6acgctacgattttgcaaaatttagtaatattatggc 
atggaagagatcctgaaggaattaaggaaaaactaagagaacctggcgctaatgcagaaa 
agacattatatgcactactgtatagatttaagtgtgacactcaaaaagagcttattaagc 
aacagcaagttaagaagaggcagtcaattagtagcgtttctgtttccccatctaaaaaag 

TATCGACAACTCCACAACGCAGAAGAAATAGAGAATCTTTAATTAGTGTAACATCTTCTC 

gtaaaaagccaatatccttcaacaaattcactgcctccagtgcctcctccagcaatctaa 
ctacacccggttcttcaaaacgcctttcaaaaaacttctcttcaaagaagaaattatcta 
caatcgttaaccaatcttctccaacaccagcatcacgtaataaaagagcttcggttataa 

ATGTGGAAAAGAATCAAAAAAGAGCCTCTATCTTTTCTACTACCAAGAAGAACAAAAGAT 

cttctagatctatcaagagaatgtcattgataccaagcatgaaacgtgaatcggtgacaa 
caaaattaatgtcaacatatgcgaaattggcagaggatgacgattgggaatacattgaga 
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AGGAAACAAAGAGAACGAGCTCAAATTTTGCAACTTTGATAGATGAAATTTTTGAGTACG 
AAAAGTACGAACAAATAAGGAAAGAGAAGGAAGAGCTAGAACGTAAAGTGAGAGAAGCAA 
AAGCACGTGAAGAGCTGGAACGTAGAAGACGTAAACAAGAAGAAAAAGAACGTGCAAGAA 
AATTACTAGAAAAGGAAGATCTGAAAAGAAAACAGGAGGAACTCAAGAAGCAAATTGAAA 
TTGATATAAGTGATCTAGAGCAAGAGCTGTCCAAACACAAAGAGGAAAAACTGGATGGTA 
ATATTAGATCTATCTCTGCTCCTATGGAAAATGAAGAGAAAAATATCAATCATTTGGAGG 
TTGATATTGACAATATTCTCCGTCGCCGCAACTTTTCTTTACAAACTAGACCTGTGTCAA 

GGCTTGATCCGGGTATAATGTTCTCCAGTCCAACTGAGGAAGTAAGTCCAGTGGAACCAA 
AGAGAACAGAAAATGAAAGACTTACAACAGAAAAGAAAATTTTAGAAACTATCAGAAGAT 
CAAAATTCTTGGGTTCATCATTTAATATCGATAAAGAGTTGAAATTGTCTAAAATGGAAT 
ATCCAAGTATAATTGCACCACAAAGATTGTCAGAGGAGCGAGTGGTGTCAGATTCTAATG 
ATGGATATGAATCTTTGATCCTCCCGAAGGATGGGAATGGCGTATCTCAATTAAAGGATA 
GTACCGCAACAACTGCTCCCGTCTCTGATGGTAGGTTGAGGAAGATCTCTGAAATTAGAG 
TACCACAATTTACTAGAAAATCAAGGCATTTTAGTGAGTCCAATAAAAGGCTATCTGTCC 
TGTCGATGTACTCTACCAAGGAGTCGTTTACCAACTTGGTTGATATTTTGAAAAACGGTA 
ACCTTGATGTCAATAACCAACAAAGCCAAAGAATTCCAACACCAAGAAGTGCGGATGATT 
CAGAATTTCTTTTTGAAACTGTCAACGAAGAAGCTGAATATACAGGAAATAGTTCGAACG 
ATGAGAGATTGTACGATGTCGGTGATTCCACTATCAAAGACAAATCCGCGTTAAAGCTGA 
ACTTTGCAGATCGTTTTAATGGATCGAACGAAGCGAAACAAACTGATAACTTACATCTTC 
CGATCCTTCCTCCGCTTAATGGTGACAATGAATTGC6TAAACAGAATAGCCAAGAGGGTG 
ACCAGGCACATCCAAAGATTAAATCGATGATACCAGAATCAGGCTCTTCTTCACATACTG 
AAAAGGAAGAAGAAAATGAGGAAAAGGAAGAGAAAAAGCCAGAACAACACAAACAAGAAG 
AGGATCAAGAAAAAAGAGAGAAAGTAGTAGATGATATGGAGCCACCATTGAACAAATCTG 
TGCAAAAAATTAGGGAAAAAAATGCTGGCTCGCAGGCAAAGGATCATTCAAAAGATCACT 
TAAAAGAGCATAAGCAGGATAAAAATACAGCAATTGGAAATGGTTCCTTCTTTAGAAAAT 
TCTCAAAATCTTCGGACAAAACAATGGAATTGTATGCCAAGATTTCTGCAAAACAATTGT 
TTAATGGTTTAGA6AA6CTGTTGCGTGGTTGGACTCAGTATGGTTTAAAAAATATAAAAT 
CGCACCCCAACAATCTGACCTTAACGGGTAAACTATCGAGTGATAATATATTCTCACTAC 
GTTCAACACTCTTTGAGGTTAATATTTATCCGAGAGGTAAGATGAGCGTTGTGCAGTTCA 
AGAAAGTTTCTGGTTCATTCAAAGCTGTCAAAAAGTTGGTCAATGAAGTTGAGAACGTCC 
TGAATAAGGAAGGCGTTCTACAAAAATAG 

YDR507C. 1142 aa (SEQ ID NO 72) 

MAINGNSIPAIKDNTIGPWKLGETIXSLGSTGKVQLARNGSTGQEAAVKVISKAVFNTGNV 
SGTSIVGSTTPDALPYGIEREIIIMKLLNHPNVLRLYDVWETNTDLYLVLEYAEKGELFN 

LLVERGPLPEHEAIRFFRQIIIGVSYCHALGIVHRDLKPENLLLDHKYNIKIADFGMAAL 
ETEGKLLETSCGSPHYAAPEIVSGIPYQGFASDVWSCGVILFALLTGRLPFDEEDGNIRT 
LLLKVQKGEFEMPSDDEISREAQDLIRKILTVDPERRIKTRDILKHPLLQKYPSIRDSKS 
IRGLPREDTYLTPLSESNSSIDATILQNLVIIiWHGRDPEGIKEKLREPGANAEKTLYALL 
YRFKCDTQKELIKQQQVKKRQSISSVSVSPSKKVSTTPQRRRNRESLISVTSSRKKPISF 
NKFTASSASSSNLTTPGSSKRLSKNFSSKKKLSTIVNQSSPTPASRNKRASVINVEKNQK 
RASIFSTTKKNKRSSRSIKRMSLIPSMKRESVTTKLMSTYAKLAEDDDWEYIEKETKRTS 
SNFATLIDEIFEYEKYEQIRKEKEELERKVREAKAREELERRRRKQEEKERARKLLEKED 
LKRKQEELKKQIEIDISDLEQELSKHKEEKLDGNIRSISAPMENEEIOJINHLEVDIDNIL 
RRRNFSLQTRPVSRLDPGIMFSSPTEEVSPVEPKRTENERLTTEKKILETIRRSKFLGSS 
FNIDKELKLSKMEYPSIIAPQRLSEERWSDSNDGYESLILPKDGNGVSQLKDSTATTAP 
VSDGRLRKISEIRVPQFTRKSRHFSESNKRLSVLSMYSTKESFTNLVDILKNGNLDVNNQ 
QSQRIPTPRSADDSEFLFETVNEEAEYTGNSSNDERLYDVGDSTIKDKSALKLNFADRFN 
GSNEAKQTDNLHLPILPPLNGDNELRKQNSQEGDQAHPKIKSMIPESGSSSHTEKEEENE 
EKEEKKPEQHKQEEDQEKREKWDDMEPPLNKSVQKIREKNAGSQAKDHSKDHLKEHKQD 
KNTAIGNGSFFRKFSKSSDKTMELYAKISAKQLFNGLEKLLRGWTQYGLKNIKSHPNNLT 
LTGKLSSDNIFSLRSTLFEVNIYPRGKMSWQFKKVSGSFKAVKKLVNEVENVLNKEGVL 
QK 

YDR515W, 1844 bp, CDS: 501-1844 (SEQ ID NO 73) 
GAGTTGAATCTATGCGTAACC ATTTTG AC T AC CGCTTCGTATGCTTTCTTGC ACTTTGTG 
GAGCTACTCATACAATAGCTTATAATCTGTGTAGTCAAACTATATACTAGGCAAATTACT 
AGTAAATGCAGTATTCATATGTCCTCAAACCGTTTTTTGCAGTATGTTATTGATCCATCG 
AATCAAAATTTTTCACCGCCAAGAGAAAAAAGATCTTACTATTTTGTGCTTATGAAAAAA 
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TTAGTAAAAGTAAAGCTGGAAGCACATACAAGCGCAGCTGAATCACAAAGGAAAATTGGC 
ACATCCTTGGTTGACACTTGTCTATTTATTAAAAGGTTTTAAAAAGTAGTGTTCAGCAGT 
TCTATCATATTTTTTTATTTAAAAAAAAATACTGAGAGGAAGCGTATTGTTAAGACACAA 
TTTAGGGTGGCGTTAAATAAACGAGAGAGCCCAAAAATATAACCAAGATAAAGAAAATCA 
ATCATAAAGTGAATTCAAAAATGTCATCGCAAAACCTCAATGATAATCCAAAAAATACAT 
CCTCAGCAGCTGAAGATAAGAAGAAACAAACTTCATCCTTAAAGTTGGCACCAATACCAA 

CCACATCGCCATGGAAATCATCTTCGCCAGATAGCAATACAGTAATTCCTGTAGAGGAAC 
TAAGAGATATATCAAAGACTGCAAAGCCAAGTAAAAATGGTTCGGGGTCAATTAAATTAA 
CAAGCAATACCAAATGGACTCCAATTACGCCGTCTGTTATAATCTCAGGTTCCAAGGACA 
CAAATTCAAAGTCAGGAAAGAACTCTAAAAATTCTAAGACTAATAAAAAAATGAAAAAGC 
GTGGCAAATATAATAACGATATCAATAAAAAGGACTTTAACGGTCAAACCAACAGTACAT 
CGGAAATAAGTAACGTTTCCAATCTTGAATCCAAACCTTTAGATGCTAACGCTAAAGTAA 
ACATACATTCAAGCTCAGGAGCAACTGCCAATGGGAATATAAAGA6GATAACAAACAACA 
ACAATTCAACCAACGGTAGACAATCAAGAAATTATCAAAACAGGAATGGCAAAACAAGAT 
ACAACAACAATAGTAGACACAGTCAGGCGGCTAATAATGCCATCTCCTTCCCAAATAATT 
ATCAGGCTAGACCTGAATATATTCCCAATGCCAGCCACTGGTTGAACAACAATTCAAGAA 
ATAGCTATAAACAACTGTCATACTTCCGTCAACAGCAGTATTATAATAACATCAACTATC 
AACAACAATTGCAAACACCATATTATTACTCAATGGAACCTATTTTTAAATCTATCGAAA 
GTATCAAAAACCAAATTGAATTCTATTTTAGTGAAGAGAACTTGAAAACAGATGAATTTT 
TAA6ATCTAAATTCAAAAAAGCCAATGACGGATTTATCCCCATGA6TTTGATAGGGAAAT 
TTTACCGTATGGTTAATTTATCTCTTGGTGGAGACCCAAATTTAATTTTGGCATCTATGA 
GAGAAGTTTTACAACATAAAGAAACAAACCATTTGGAAATTGCCCTTGGAAGCATAGAAG 
GTGCTCAGAAGAACATGGCAGATGATTTCAATCCATTGGAAAACTATTTTATTAGGCGCG 
AAAATTGGGCTGAATACGCTATGGAAAGTAATTTTGATGAAAATGATGACGAAACTGAAA 
AATACAACATTGAGAAACTATTGGGACCGAACGATTTAGACAATTATTCTTATATGGGCT 
ATCCAAACTTCTTTCCCAGTAATGAAAATGGGAAAAAGAGTCAGAGCTATGACCAAGGTG 
AAATTAGCAGGCAGTTTGAACAAAACTTACAAATAAATGATTAA 

YDR515W, 447 aa (SEQ ID NO 74) 

MSSQNLNDNPKNTSSAAEDKKKQTSSLKLAPIPTTSPWKSSSPDSNTVIPVEELRDISKT 

AKPSKNGSGSIKLTSNTKWTPITPSVIISGSKDTNSKSGKNSKNSKTNKKMKKRGKYMND 

INKKDFNGQTNSTSEISNVSNLESKPLDANAKVNIHSSSGATANGNIKRITNNIOTS™ 

QSRinfQNRNGKTRYNmSRHSQAAmAISFPim'QARPEYIPNASHWLNNNSRN 

YFRQQQYYNNINYQQQLQTPYYYSMEPIFKSIESIKNQIEFYFSEENLKTDEFLRSKFKK 

ANDGFIPMSLIGKFYRM\mLSLGGDPNLILASMREVLQHKETNHLEIALGSIEGAQKNMA 

DDFNPLENYFIRRENWAEYAMESNFDENDDETEKYNIEKLLGPNDLDNYSYMGYPNFFPS 

NENGKKSQSYDQGEISRQFEQNLQIND 

YDR518W, 2054 bp, CDS: 501-2054 (SEQ ID NO 75) 

GCAGCAGGGGCAAGATGACAACCCTGTTCCTGTTCCTGTTCCAGTAGAATCTGAGACGGC 

TTTTGTGCCATCAGCATTCACAGCACCACCGGTGCCAACAAAGAAGAAATCAAAAAATAA 

AAAGGGTACCCAGCCATTGGCAATGGATGACTATTTTAATGAAGGCAGAGATAAGTCATC 

TACCGCTGCGAAGTCAGCAGAATCTGACATCCTCGCCCCACCACCACAAAAACAGTCATC 

CTCTGATTAACTTTCCTGGTTAGTCTTTTGGTTTTGTTTCATAGCAAAATTAAATATATA 

TATATAAGCTTGCTTTCCCTTCAAAACACGTAAACGATAGTTGGCAATGTACGAAAAGTA 

CCGAGACTTTTTTTCAAAGGCACGCGTGTCCTTTTTTGTTAAGACAATAGATATTTTAGC 

ATTCAGAAAGTTTCAATTTCCAAGACTTGACGTTTCAATTATATGGCAATCTCCCAACAA 

GCACCCGCTCATATAATACCATGCAAGTGACCACAAGATTTATATCTGCGATAGTCTCGT 

TTTGCCTGTTTGCTTCTTTCACGTTGGCTGAAAACAGCGCAAGAGCTACGCCGGGATCAG 

ATTTACTCGTTCTAACAGAGAAGAAATTTAAATCATTCATCGAATCTCATCCGTTAGTCC 

TCGTCGAGTTTTTTGCTCCATGGTGTTTGCATTCTCAGATCTTACGCCCTCACTTAGAAG 

AGGCCGCCTCTATTTTAAAGGAGCATAACGTCCCAGTTGTTCAAATTGATTGTGAGGCTA 

ACAGTATGGTTTGCCTGCAACAAACTATAAATACCTACCCAACCTTGAAAATCTTTAAAA 

ATGGTCGTATTTTTGATGGTCAAGTCTATCGCGGTGTCAAGATCACCGATGAAATCACTC 

AGTACATGATTCAGCTATACGAGGCTTCTGTCATTTATTTAAATTCCGAAGATGAAATCC 

AACCATACTTGGAAAATGCAACTTTACCAGTAGTAATAAACAGAGGCTTGACAGGCTTGA 

ATGAAACGTATCAAGAAGTCGCACTGGACCTTGCTGAGGATTACGTCTTTTTATCCCTTC 

TAGATTCAGAAGATAAGTCATTATCAATCCACTTGCCAAACACTACAGAACCAATTCTGT 

TTGATGGAAATGTAGACTCTTTGGTCGGAAATTCCGTTGCTCTAACTCAGTGGTTAAAAG 
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TGGTAATTTTACCTTACTTTACCGACATCGAACCTGATCTCTTCCCCAAGTACATTTCTA 
GCAATTTGCCGTTGGCTTACTTCTTTTATACTTCTGAGGAAGAATTGGAAGATTACACTG 
ATCTTTTCACGCAGTTAGGTAAGGAAAATCGTGGCCAAATAAATTTCATTGCATTAAACT 
CTACAATGTTCCCACACCACGTTAGATTCCTAAATATGAGAGAACAGTTCCCATTATTTG 
CTATCCATAATATGATCAATAATCTGAAATATGGTTTACCACAACTACCAGAAGAAGAGT 
ACGCGAAATTAGAAAAACCACAACCACTAGACAGAGATATGATCGTTCAGTTGGTAAAAG 
ATTACCGTGAAGGTACTGCCAAGCCAATTGTTAAGTCAGAAGAGATTCCAAAAGAACAAA 
A6TCCAATGTTTATAAAATAGTTGGGAAGACACATGACGACATTGTTCATGATGATGACA 
AGGATGTCCTTGTCAAATATTACGCGACATGGTGTATTCATAGTAAAAGGTTTGCGCCTA 
TTTACGAAGAAATTGCAAATGTCTTAGCATCTGATGAATCTGTTCGCGATAAAATCTTGA 
TCGCCGAAGTAGATTCAGGGGCAAATGATATCTTAAGTTTTCCTGTGACAGGATATCCAA 
CCATTGCTTTGTATCCTGCCGGAAATAACTCTAAGCCTATTATCTTCAATAAAATTAGAA 
ATTTGGAAGATGTTTTCGAATTTATCAAGGAATCAGGTACACATCACATTGACGGCCAGG 
CAATTTATGATAAATTGCACCAGGCCAAGGATTCTGAAGTGTCTACTGAAGATACCGTAC 
ATGATGAATTATAA 

YDR518W, 517 aa (SEQ ID NO 76) 

MQVTTRFISAIVSFCLFASFTLAENSARATPGSDLLVLTEKKFKSFIESHPLVLVEFFAP 
WCLHSQILRPHLEEAASILKEHNVPWQIDCEANSMVCLQQTINTYPTLKIFKNGRIFDG 
QVYRGVKITDEITQYMIQLYEASVIYLNSEDEIQPYLENATLPWINRGLTGLNETYQEV 
ALDLAEDYVFLSLLDSEDKSLSIHLPNTTEPILFDGNVDSLVGNSVALTQWLKWILPYF 
TDIEPDLFPKYISSNLPLAYFFYTSEEELEDYTDLFTQLGKENRGQINFIALNSTMFPHH 
VRFLNMREQFPLFAIHNMINNLKYGLPQLPEEEYAKLEKPQPLDRDMIVQLVKDYREGTA 
KPIVKSEEIPKEQKSNVYKIVGKTHDDIVHDDDKDVLVKYYATWCIHSKRFAPIYEEIAN 
VLASDESVRDKILIAEVDSGANDILSFPVTGYPTIALYPAGNNSKPIIFNKIRNLEDVFE 
FIKESGTHHIDGQAIYDKLHQAKDSEVSTEDTVHDEL 

YDR519W, 908 bp, CDS: 501-908 (SEQ ID NO 77) 

GGGGCAAATGATATCTTAAGTTTTCCTGTGACAGGATATCCAACCATTGCTTTGTATCCT 

GCCGGAAATAACTCTAAGCCTATTATCTTCAATAAAATTAGAAATTTGGAAGATGTTTTC 
GAATTTATCAAGGAATCAGGTACACATCACATTGACGGCCAGGCAATTTATGATAAATTG 
CACCAGGCCAAGGATTCTGAAGTGTCTACTGAAGATACCGTACATGATGAATTATAATCA 
ATAAATAAAGCATATATAATGCACATTTTTAACATCTGATTACTCGCATCGTTTCTGGAA 
GAAAATAGCTAATATTCGTTATTTATGGCATCACGATTATTCTCACCAGTTACCCGTTTA 
TGCTCTTGAAGAGATTTAGCATTACTGCCAGCGCATCTTCAAATACAGGTTTATATGAGA 
CCCATTACTATAACCCTAAGAAGAGAAAAAGGAGTGCTTTCGTTTTCAATCACATTCTAG 
TTTACAGTAATTGAGTCTCGATGATGTTTAATATTTACCTTTTCGTCACTTTTTTTTCCA 
CCATTCTTGCAGGTTCCCTGTCAGATTTGGAAATCGGTATTATCAAGAGAATACCGGTAG 
AAGATTGCTTAATTAAGGCAATGCCAGGTGATAAAGTTAAGGTTCATTATACAGGATCTT 
TATTAGAATCGGGAACTGTATTTGACTCAAGTTATTCAAGAGGCTCTCCTATCGCTTTTG 
AACTTGGCGTTGGCAGAGTAATTAAAGGTTGGGATCAAGGTGTTGCCGGCATGTGCGTTG 
GCGAAAAAAGAAAGCTGCAAATTCCAAGTTCTTTGGCCTACGGAGAAAGAGGTGTCCCAG 
GCGTCATTCCTCCAAGTGCTGATTTGGTGTTTGATGTCGAATTGGTAGACGTGAAATCAG 
CCGCCTAG 

YDR519W, 136 aa (SEQ ID NO 78) 

MMFNIYLFVTFFSTILAGSLSDLEIGIIKRIPVEDCLIKAMPGDKVKVHYTGSLLESGTV 
FDSSYSRGSPIAFELGVGRVIKGWDQGVAGMCVGEKRKLQIPSSLAYGERGVPGVIPPSA 
DLVFDVELVDVKSAA 

YER102W, 1103 bp, CDS: 501-1103 (SEQ ID NO 79) 

CGAGCTTGCCAGCATTCCAATGCCCATCGTATTGTACTCAATGGTGAAACTTACCACCAT 
ATTGTTAAAAGCTATTATTTATGATTTTTACTTACCAAACATTGAAAGGAGACTGAACAC 
ACCACGATAAAACGTATGTTCTGATACCCAGCAAATGAGAAAGTAGAAGGAGAAACCTAA 
AAACCTGTGGCGGTCAAGACTGCTAGCAAGATGGATATTTAGATCATAAATTCTAACGCA 
TGCATCCTGAGCAATGAAATCATGCAACCTAACATTTGAGGTTAATATATGAGAATTAAC 
TAGCGTTGAGGAGGTACTGCAATTTAAAAGACCGAAGAATTATCGATGCAAGGAAAAATG 
GGTCTAGGATGAATACGAGCAATTGAAATACATTTGGAATACCTTGTGAAAATATCACAT 
ACTTTCGCCTTCTATCTCGATGCGTTATTACAAGAAAATAGTTTTACTAACAAATTAACA 
AAAATTAAAATAGTGTAAAAATGGGTATTTCTCGTGATTCTCGTCACAAAAGATCAGCCA 
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CTGGTGCTAAACGTGCTCAATTCAGAAAGAAGAGAAAGTTCGAATTAGGTCGTCAACCAG 
CCAACACAAAAATTGGTGCTAAGA6AATCCACTCTGTCAGAACTAGAGGTGGTAACAAGA 
AATACAGAGCTCTAAGAATTGAT^CCGGTAACTTTTCTTGGGCTTCTGAAGGTATCTCCA 
AGAAGACCAGAATTGCTGGTGTTGTTTACCATCCATCCAACAATGAATTGGTTAGAACTA 
ACACTTTGACCAAGGCTGCCATTGTCCAAATTGATGCTACTCCATTCAGACAATGGTTCG 
AAGCTCACTACGGTCAAACCTTGGGTAAGAAGAAGAACGTCAAGGAAGAAGAAACTGTTG 
CCAAGAGCAAGAACGCTGAAAGAAAGTGGGCTGCTAGAGCTGCTTCTGCCAAGATCGAAT 
CTTCCGTTGAATCTCAATTCAGCGCCGGTAGATTATACGCTTGTATCTCTTCCAGACCAG 
GTCAATCCGGTAGATGTGATGGTTACATCTTGGAAGGTGAAGAATTAGCTTTCTACCTAA 
GAAGATTGACTGCTAAGAAATAG 

YER102W, 200 aa (SEQ ID NO 80) 

MGISRDSRHKRSATGAKRAQFRKKRKFELGRQPANTKIGAKRIHSVRTRGGNKKYRALRI 
ETGNFSWASEGISKKTRIAGWYHPSNNELVRTNTLTKAAIVQIDATPFRQWFEAHYGQT 
LGKKKNVKEEETVAKSKNAERKWAARAASAKIESSVESQFSAGRLYACISSRPGQSGRCD 
GYILEGEELAFYLRRLTAKK 

YER153C, 1265 bp, CDS: 501-1265 (SEQ ID NO 81) 

ACCCTATATGGGAGGACAACTCGCCCACTGTTTGGGTCGTGTTAGCGATAAGGTCCGAAG 

TAGAAGCGGAAAGAGAAGGAGCTGAAGAGGTTAATTCATCGATGGAAGGCAACTGGGTTT 

GGATTTCCGAGACATCGTTGGCATTTGGGCCCGTCGAATTAAATCTTTTGGCCTGAAAAG 

AGATCCATGACGGATGGGGCCGGGGCAATACTATGGTTCGAGCGGTGGCCAGTCTGGAAG 

AGGCAGCAAACCTTGACGTGACGAGTCGAGAGGTGAGTTTGAACATCGTCGGGGAGGTTA 

TTCTGTGGCTCCGCTTGTACGTGAACAGATACGTATAGAGGGCGAGCCACTGGTTAAATT 

TTTCATGGCTCGGATTACTTCCGTACTGCTGGCTAAAATCGAAATCTCGGCCTGCTGAGA 

GTGTTTTGAGCAATCAAGGGAACATCTGAACGTGGAAGAGCAGACGAGGCATTAGCTCGA 

ACATAAGAACGGAACACGTCATGTTGACTATCACGAAAAGACTGGTGACCACCGATGTGC 

GGTCGCGAATACTGTTAAGCAGTTTAAACGGGAAAATGTCCGATGCACTGGCGCTGCTGC 

GTCAGCAGCAGCAGACCAGCGTGGATGTGGAGCTGCTGCACACGATGCTAGCGCGAGCCG 

CTGCGCTTGCCCATGCCGACACTATAGCATACATGTGGTATCAGCATGTGATGCCACGCC 

GGTTGCCAGTAGAGGGCCGCCTGCTATGTGAAATGGCTGGCGTAGCATTGTACCAGGACA 

GGCTCTTCTTACCCGCGCAGTTCCTCCAGCACTACCAGGCGATGAATCGCGATCGTCGCA 

CCAGCCCAGAAGATGAACTGATTGAGTATGAGCTTAGACGGATTAAAGTCGAAGCGTTTG 

CGCGTGGCACAATGCACTCCACGGCGCTCAGGGAAAAGTGGAAGGTATTCTTGCAGGAGA 

TGGATACGCTACCAGGGCAGCCGCCATTAAGGCTGCGCGACTTCCCGCAAATGACCAAGG 

CTATGGGCATAGCATTGATGCAGCAAGATGAGCAAGCAGCTGCeCTGGCGTTGTTTGGAC 

GACAGCCCCTAGTGATAAAGAACGAATGGTCACTACCGCTACTACTGGCTGGTGTCCTTT 

GGCATGTTCCCGGCCCAGCGCAGGCGCGACGTGTGCTGGCGGAGTTCCGTCAAAGTTATC 

GCGGGCTGCCGCTGCTGGATGCCGAACTAGTGATAAAGAGAAGAGGATTTGAAATCAACA 

CATAA 

YER153C, 254 aa (SEQ ID NO 82) 

MLTITKRLVTTDVRSRILLSSLNGKMSDALALLRQQQQTSVDVELLHTMLARAAALAHAD 
TIAYMWYQHVMPRRLPVEGRLLCEMAGVALYQDRLFLPAQFLQHYQAMNRDRRTSPEDEL 
lEYELRRIKVEAFARGTMHSTALREKWKVFLQEMDTLPGQPPLRLRDFPQMTKAMGIALM 
QQDEQAAALALFGRQPLVIKNEWSLPLLLAGVLWHVPGPAQARRVLAEFRQSYRGLPLLD 
AELVIKRRGFEINT 

YFL014W, 830 bp, CDS: 501-830 (SEQ ID NO 83) 

GGACTAGAAGCCAAAAGCCAGAGGCGGTAAAAATAGCAAGACTAGAATATTGCTGGCATC 
TGTTAAGGGGATATGTTGCAACTTGCAGGGGGCGGCACAAAATAACATAGAAACGTAGTA 
AAGAGGGGAAAAGGAAAAGGAAAAGGAAAAGGAAGGAAAAAAACCCATTGACGTAGAAAT 
TGAAAGAAGGAAAGGTATACGCAAGCATTAATACAACCCACAAACACAGACCAGAAGCAC 
TCTAGACGGAGAGTAACTAGATCTACAGCCCCTGGAAAATCGTTTGGTCAACTTTGAGGT 
TCCGGTCGTCCCCCTCTTGATCTGAAAGGTCTTTCTCTAAATCTATATTAAAACGTATAA 
ATAGGACGGTGAATTGCGTTCTACTTCCTCAATTGCGTTTGATCTTATTTAATCTCTCTC 
TAATATATAGAAAAAAAAACCATCTGATTATTCGATAATCTCAAACAAACAACTCAAAAC 
AAAAAAAACTAAATACAACAATGTCTGACGCAGGTAGAAAAGGATTCGGTGAAAAAGCTT 
CTGAAGCTTTGAAGCCAGACTCTCAAAAGTCATACGCTGAACAAGGTAAGGAATACATCA 
CTGACAAGGCCGACAAGGTCGCTGGTAAGGTTCAACCAGAAGACAACAAGGGTGTCTTCC 
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AAGGTGTCCACGACTCTGCCGAAAAAGGCAAGGATAACGCTGAAGGTCAAGGTGAATCTT 
TGGCAGACCAAGCTAGAGATTACATGGGAGCCGCCAAGTCCAAGTTGAACGATGCCGTCG 
AATATGTTTCCGGTCGTGTCCACGGTGAAGAAGACCCAACCAAGAAGTAA 

YFL014W, 109 aa (SEQ ID NO 84) 

MSDAGRKGFGEKASEALKPDSQKSYAEQGKEYITDKADKVAGKVQPEDNKGVFQGVHDSA 
EKGKDNAEGQGESLADQARDYMGAAKSKLNDAVEYVSGRVHGEEDPTKK 

YFL015C, 995 bp, CDS: 501-995 (SEQ ID NO 85) 

GACCTTCAGCGTTATCCTTGCCTTTTTCGGCAGAGTCGTGGACACCTTGGAAGACACCCT 
TGTTGTCTTCTGGTTGAACCTTACCAGCGACCTTGTCGGCCTTGTCAGTGATGTATTCCT 
TACCTTGTTCAGCGTATGACTTTTGAGAGTCTGGCTTCAAAGCTTCAGAAGCTTTTTCAC 
CGAATCCTTTTCTACCTGCGTCAGACATTGTTGTATTTAGTTTTTTTTGTTTTGAGTTGT 
TTGTTTGAGATTATCGAATAATCAGATGGTTTTTTTTTCTATATATTAGAGAGAGATTAA 
ATAAGATCAAACGCAATTGAGGAAGTAGAACGCAATTCACCGTCCTATTTATACGTTTTA 
ATATAGATTTAGAGAAAGACCTTTCAGATCAAGAGGGGGACGACCGGAACCTCAAAGTTG 
ACCAAACGATTTTCCAGGGGCTGTAGATCTAGTTACTCTCCGTCTAGAGTGCTTCTGGTC 
TGTGTTTGTGGGTTGTATTAATGCTTGCGTATACCTTTCCTTCTTTCAATTTCTACGTCA 
ATGGGTTTTTTTCCTTCCTTTTCCTTTTCCTTTTCCTTTTCCCCTCTTTACTACGTTTCT 
ATGTTATTTTGTGCCGCCCCCTGCAAGTTGCAACATATCCCCTTAACAGATGCCAGCAAT 
ATTCTAGTCTTGCTATTTTTACCGCCTCTGGCTTTTGGCTTCTAGTCCTTGTCCCAAGAG 
CCAAGGGCCCGTCAACACGTCGTCATTGCTACCGCCAGCTGGCACCCACACATCACCGAC 
CCTTTTTTTCCATTTTCGGCTGGGCCGTTAGTGGGATCCGCCCGCTCCCGGAGATTTTCA 
CTTGGATTTGCGCGTCCCCTTTTTTTCTTCATTCTCTGACTCCCCCTACCTTCTCCCACT 
TTTCTGTGTATCAAGAGGAAAAGAAGGAGAAAAGGAGAACTCCGAAAAATACCGAACAAG 
AGGGTAACAGAATGTGCATTTGGATGAGCGGGTAA 

YFL015C, 164 aa (SEQ ID NO 86) 

MLAYTFPSFNFYVNGFFSFLFLFLFLFPSLLRFYVILCRPLQVATYPLNRCQQYSSLAIF 
TASGFWLLVLVPRAKGPSTRRHCYRQLAPTHHRPFFSIFGWAVSGIRPLPEIFTWICASP 
FFLHSLTPPTFSHFSVYQEEKKEIOUITPKNTEQEGNRMCIWMSG 

YFR022W, 2702 bp, CDS: 501-2702 (SEQ ID NO 87) 
CTGCCTTCCGTACGTCACAACGCATACACAATATAGTTTATATAAACTCCTGCGTATAAT 

CTATCCTTTTGCATAATATTTTCGTCACCATTATCTTGTTGCGGTGTTTTTATTTAAAAC 
AATAGAACTCGCCTAAAGGGGAAATTTTCGATATAAAAATTCAAAAAAATGGCTTTCATG 
GATCGAGTATTTGTTTGTCGAAAAAGGATCACTGGAGTGACGTTACTACGCTACGAAGCC 
TCCTTCCGGCTTAGCCCTGTTGATTACGAATTTGGATCAGTTGGTATTTGATTCCTCGGA 
AGAGTTAACTTCACGCGGGTAAATCACTTGTGATGCGGTATATTCTCTATACGGCTAATA 
GATGAATCAGGGTGTTTTAAAGTGCGTATAAACCCTTTTGCTATTTTCGTTTATATAATT 
GGCGTTGATAAAGAGCCAATATCTATTGTTGCTACATAGAGGCAGCTCTCTTAGCAAAAT 
AAAAATACAAAAAGTTCGACATGGGCTTCAGTAGCGGTAAATCAACTAAGAAAAAGCCTC 
TGCTTTTCGATATCAGACTTAAAAATGTTGACAACGATGTAATACTCCTCAAAGGTCCTC 
CAAACGAGGCCCCCTCGGTGCTTTTATCTGGTTGCATCGTTTTATCGATTAACGAACCCA 
TGCAGATCAAAAGCATATCATTGAGACTTTATGGGAAGATACAAATAGACGTACCATTAG 
AGAGGCCCCAGGACGCTAGTTCTTCGTCGTTGTCTTCATCGCCGCCAAAGATCAGAAAGT 
ACAACAAAGTTTTTTATAATTACGCATGGGATAATGTTAACCTCAAGGAGTATCTGAGTG 
GTTTAAGAGGGCAATCTGGCCTTGCGGGCAGTAGCTCATCAAGTAATATCTTGGGCACTC 
GCCAAAGAGCTCAGTCCACAAGTTCCTTGAAGTCTTTAAAGGGGTCCTCCTCACCCTCTT 
CATGTACTTTAGATAAGGGCAACTACGATTTTCCCTTTAGTGCTATTTTGCCTGGTTCGT 
TACCAGAGAGCGTAGAATCTTTGCCAAATTGCTTCGTGACATATAGCATGGAATCCGTTA 
TTGAACGCAGCAAAAATTATAGTGATTTGATCTGTAGGAAAAATATTAGAGTTCTGAGAA 
CCATTTCACCCGCAGCAGTGGAGTTATCAGAAACTGTTTGTGTAGATAACTCATGGCCCG 
ACAAAGTGGATTATTCTATTTCAGTACCCAACAAAGCCGTAGCTATTGGTTCAGCCACCC 
CTATAAATATTTCCATTGTACCTCTTTCGAAAGGTTTGAAATTGGGCTCAATCAAAGTCG 
TATTATTTGAGAATTATCAATATTGTGACCCCTTCCCTCCAGTAATTTCTGAAAATAGGC 
AAGTGACAGAACTAAATCTTGAAGATCCCTTGAACGAGTCATCTGGAGAATTTAATGGTA 
ATGGTTGCTTTGTA2\ATAACCCCTTTTTTCAGCCTGATCATTCATTCCAAGACAAGTGGG 
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AGATTGATACCATCCTGCAAATCCCGAACAGCTTATCAAACTGTGTGCAAGATTGTGATG 
TCCGCTCTAACATTAAGGTTCGCCATAAGCTCAAATTTTTCATCATCCTAATTAACCCAG 
ATGGTCATAAATCTGAGTTAAGAGCGTCCTTACCGATTCAACTTTTTATTTCACCATTTG 
TGGCACTTTCAATAAAACCATTGTCATCCTCGAATTTGTATTCGCTTTTTAGCACCACTA 
ACCAGAAAGACGAAAACTCATCACAAGAAGAGGAAGAGGAATATCTGTTTTCTAGATCAG 
CATCAGTCACAGGGTTGGAATTATTAGCGGATATGCGTAGCGGTGGCTCTGTTCCTACCA 
TTTCAGACTTGATGACGCCCCCAAATTATGAAATGCACGTATATGATCGTCTTTATAGCG 
GTTCTTTCACTCGCACGGCTGTGGAAACGTCTGGAACATGTACTCCTTTGGGAAGCGAAT 
GTTCGACTGTCGAGGATCAGCAACAGGATTTAGAAGATTTACGTATACGGTTGACAAAAA 
TTAGAAATCAACGTGACAATCTAGGGCTACCACCGTCTGCCTCGTCTGCTGCCGCTTCCA 
GATCGCTATCTCCATTACTAAACGTTCCAGCACCAGAGGATGGCACGGAGAGAATCTTAC 
CTCAGAGTGCTCTTGGTCCCAATAGTGGCTCTGTGCCAGGAGTACATAGTAACGTATCAC 
CTGTTTTACTTTCAAGATCCCCAGCCCCAAGCGTGTCAGCCCATGAAGTGTTACCAGTGC 
CCTCGGGCTTAAATTATCCAGAGACTCAAAACCTGAACAAGGTTCCATCGTATGGCAAGG 
CAATGAAATATGATATCATTGGTGAGGACCTTCCTCCTTCCTACCCTTGTGCGATACAAA 
ATGTGCAACCAAGAAAACCCAGTAGGGTACATTCCAGGAACTCTTCGACAACATTGTCAT 
CTTCTATACCAACTAGCTTTCATTCCTCTAGTTTTATGAGTAGCACTGCTTCCCCTATTT 
CCATAATTAATGGCTCTAGAAGTAGTTCTAGTGGGGTATCTCTTAATACACTTAATGAGT 
TAACTTCGAAAACTTCGAATAACCCATCCAGTAATAGTATGAAAAGGTCACCAACAAGAC 
GGAGGGCTACTTCTTTAGCTGGGTTTATGGGAGGTTTTCTATCAAAGGGTAACAAACGAT 
AG 

YFR022W, 733 aa {SEQ ID NO 88) 

MGFSSGKSTKKKPLLFDIRLKNVDNDVILLKGPPNEAPSVLLSGCIVLSINEPMQIKSIS 
LRLYGKIQIDVPLERPQDASSSSLSSSPPKIRKYNKVFYNYAWDNVNLKEYLSGLRGQSG 
LAGSSSSSNILGTRQRAQSTSSLKSLKGSSSPSSCTLDKGNYDFPFSAILPGSLPESVES 
LPNCFVTYSMESVIERSKNYSDLICRKNIRVLRTISPAAVELSETVCVDNSWPDKVDYSI 
SVPNKAVAIGSATPINISIVPLSKGLKLGSIKVVLFENYQYCDPFPPVISENRQVTELNL 
EDPLNESSGEFNGNGCFVNNPFFQPDHSFQDKWEIDTILQIPNSLSNCVQDCDVRSNIKV 
RHKLKFFIILINPDGHKSELRASLPIQLFISPFVALSIKPLSSSNLYSLFSTTNQKDENS 
SQEEEEEYLFSRSASVTGLELLADMRSGGSVPTISDLMTPPNYEMHVYDRLYSGSFTRTA 
VETSGTCTPLGSECSTVEDQQQDLEDLRIRLTKIRNQRDNLGLPPSASSAAASRSLSPLL 
NVPAPEDGTERILPQSALGPNSGSVPGVHSNVSPVLLSRSPAPSVSAHEVLPVPSGLNYP 
ETQNLNKVPSYGKAMKYDIIGEDLPPSYPCAIQNVQPRKPSRVHSRNSSTTLSSSIPTSF 
HSSSFMSSTASPISIINGSRSSSSGVSIiNTLNELTSKTSNNPSSNSMKRSPTRRRATSLA 
GFMGGFLSKGNKR 

YGLOllC, 1259 bp, CDS: 501-1259 (SEQ ID NO 89) 

AGACAATAAAATATGGAAAATAAAACGCTTAGCACAGCAGTCAATGAAATACTCTGATAT 

ATTTTGACTCTGTGGAGCATACAGCTACCACTAAATAGGATTGTGGGGACAAATATGGAA 

TGGATCAAAACGTTCTTAGGATTGTGGTGGTAAAACTTGTAAAATCCAAGCTGAGATCTT 

AAATCCAGCAAACCTTCGCCCATATTTATTCTTTTATAACAGAA6AAGAGACTATATTCT 

CAAAACCTCGTATATTTATATACATATCCTCCAAACAAACTCCCAAGTTTCACTTTCCTG 

GATTTACCTTGGCATTCCTTTTCCCCATCCTCTTATAATGGTAATCGCGATCCTTAATTA 

TGATATCACAATAGACGAAGGGCACACACCAATTTGCCACCGTAAGGATAGAGTAAGTTA 

AATGGCTAACTCATTATAATCTTCATGCTAAATCATATAAGGGCAGAGACGAAGCAAAGC 

GAAAAAAACATATTACAATCATGTCGGGTGCTGCTGCTGCATCTGCTGCTGGTTATGACA 

GGCACATCACTATCTTTTCCCCCGAGGGTCGTTTATATCAAGTAGAATATGCCTTTAAAG 

CGACTAATCAAACTAACATAAACTCACTAGCGGTCAGAGGTAAAGATTGTACAGTGGTGA 

TAAGTCAGAAAAAGGTCCCTGATAAACTGTTGGATCCAACTACTGTTTCGTATATTTTTT 

GTATTTCAAGAACAATTGGTATGGTAGTGAACGGACCAATACCGGATGCAAGAAATGCGG 

CCCTAAGAGCCAAGGCTGAGGCTGCAGAATTCCGTTATAAATATGGTTATGATATGCCAT 

GCGATGTATTGGCTAAGAGAATGGCTAACCTTTCCCAAATCTATACTCAAAGAGCATATA 

TGAGACCATTAGGTGTTATACTCACATTTGTTTCGGTAGATGAAGAATTGGGTCCCTCCA 

TTTACAAAACTGACCCTGCAGGTTATTACGTTGGCTACAAAGCTACTGCGACAGGACCAA 

AACAACAGGAGATCACAACAAACTTAGAAAACCATTTCAAAAAGAGTAAAATCGACCATA 
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TTAATGAAGAATCATGGGAGAAGGTGGTAGAATTTGCTATTACTCATATGATTGACGCAC 
TGGGTACCGAATTTTCAAAGAATGACTTGGAAGTCGGTGTCGCTACAAAGGACAAATTCT 
TTACCTTGAGTGCTGAGAACATCGAAGAAAGGCTAGTAGCAATTGCTGAACAAGATTAA 

YGLOllC, 252 aa (SEQ ID NO 90) 

MSGAAAASAAGYDRHITIFSPEGRLYQVEYAFKATNQTNINSLAVRGKDCTWISQKKVP 
DKLLDPTTVSYIFCISRTIGMWNGPIPDARNAALRAKAEAAEFRYKYGYDMPCDVLAKR 
MANLSQIYTQRAYMRPLGVILTFVSVDEELGPSIYKTDPAGYYVGYKATATGPKQQEITT 
NLENHFKKSKIDHINEESWEKWEFAITHMIDALGTEFSKNDLEVGVATKDKFFTLSAEN 

lEERLVAIAEQD 

YGL031C, 968 bp, CDS: 501-968 (SEQ ID NO 91) 

CCAAGTTAAGCAAGACACCAAGACAATAACTTGAGAGGTATGTCCCTATATGATGATGAT 
TCATAATTAATGGCGACCGAGGGCAGCGTTGTGCTAGAAAGCAATGTATTAATATATGAG 
AGAGCTTCAGATAGCCAATACACCGGAATTTAGACTTTGACAGGATTGTGGCTTGTTCCA 
GTATAACTTATAATATATGTCAACCTTTGAGCAGGAAACCCAATGAAAATGCTTCATTAC 
ATATATACGATATGGAGAAGCATGAAAAATAACAGCGTGAGATGTTATCCATGTTGCAAG 
AACCTAGTAAAATGAATTCTGAATTTGCAAAAAGTCCATATTTCCACGTTCTCCTCTTCC 
TACAATTTTGCGAACGCCTGAACAACCATGCGGATTACCATTATTTATATTGACAAGATG 
GCTACCTATGAAAAGCATAGACTTACTAACATTTTTTTTTTCAAATATGTTTGAAAAACG 
TGGATTAATATAGTGATAAAATGAAGGTTGAAATCGATTCTTTTTCAGGTGCCAAAATCT 
ACCCAGGCAGAGGTACCTTGTTTGTCCGTGGTGACTCCAAAATCTTCAGATTCCAAAACT 
CCAAATCTGCCTCTTTGTTCAAGCAAAGAAAGAACCCAAGAAGAATCGCTTGGACTGTCT 
TATTCAGAAACCATCACAAGAAGGGTATCACCGAAGAAGTTGCTAAGAAGAGATCTAGAA 
AAACCGTTAAGGCCCAAAGACCAATTACCGGTGCTTCTTTGGACTTGATCAAGGAAAGAA 
GATCTTTGAAGCCAGAAGTTAGAAAGGCTAACAGAGAAGAAAAATTGAAGGCCAACAAAG 
AAAAGAAGAAGGCTGAAAAGGCTGCTAGAAAGGCTGAAAAGGCTAAGTCTGCTGGTACTC 
AAAGTTCTAAGTTCTCCAAGCAACAAGCTAAGGGTGCTTTCCAAAAGGTTGCTGCTACTT 
CTCGTTAA 

YGL031C, 155 aa (SEQ ID NO 92) 

MKVEIDSFSGAKIYPGRGTLFVRGDSKIFRFQNSKSASLFKQRKNPRRIAWTVLFRKHHK 
KGITEEVAKKRSRKTVKAQRPITGASLDLIKERRSLKPEVRKANREEKLKANKEKKKAEK 
AARKAEKAKSAGTQSSKFSKQQAKGAFQKVAATSR 

YGL032C, 764 bp, CDS: 501-764 (SEQ ID NO 93) 

CTCCCATATTTTTTTATTCACAGGCTAGACAATGGTAATGGTGCTTTAGATGATTTCAGT 
GGATTACATTCGCACAATAGAATAAATGACTAATTTTCAAGAATTTGTTTCAACCTGCCG 
GCATTCAGTTATTATAAGTTATTGTTTGATGGTAAAACTTCGCCATCACCGGTTGCTGCG 
TTTATTGCAAAATTACTGAAACCATGTAATTTCCGAATACGGTAATTACACGCAGTTTGA 
AATTTGACATGCAAGTTTAACAAAAAAACTTCTGTCCGCATCTAAAGCTTAATTAAGGGA 
CTGTTTCATACCTTCAGATCCAATATACTGAATATCAGGCAATTGATTTCCCTTGTAAAT 
ATACAATATAAATAGTTGTAAGAAGAGGTGATATGTTAAGTTTCCATTTTGACGTATTCC 
TCATTCTAGAATGATTGTAAGCTCTCAACAGTCACTTGTGTGCCAAAATATTATACCTAC 
TTCATACATTTTCAATTAAGATGCAGTTACTTCGCTGTTTTTCAATATTTTCTGTTATTG 
CTTCAGTTTTAGCACAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTTTAG 
AATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAG 
GAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAA 
CAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTGA 

YGL032C, 87 aa (SEQ ID NO 94) 

MQLLRCFSIFSVIASVLAQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYK 
SVTFVSNCGSHPSTTSKGSPINTQYVF 

.YGL043W, 1430 bp, CDS: 501-1430 (SEQ ID NO 95) 
TCGGGATGGTGGGTTGTTCTGTACCCCCGCATTCACACCGCTCTGCCTATTCATTTTATC 
GTTTTCGTCTTTTCTTTCAATGTATTGATAATTAACGTGTCTATGTGATGCTATTGGTAT 
ATAGCCTTTCTTGTATATCCCTCTAACAATTATTACAAGTGTTTCTGTTTAAAGCAAGTG 
CTAGAAGTGACTCGGTTCTCTTAGGAAATTCTAAACGCAAGATTTCTCTTATGGTGATTG 
TAACAATTATGAGATACTTCACTAGCCCACCTTAACTTTACGGACCTTCTTTTGAAACGA 
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TGCTTCGAATGACAACGCCTTTTTGATATATAATATCCAATTTCATTATAGGGAAATTTT 
CAACTCTTACCCGCCCCACTGTGCTGATATGACCAAGTGATCACTCGATGATGGGACTAC 
GTATTGAAAAATATTGAATGAAAAATTACTCAAGCAGCAGAACATTCACAGTGTAGTCAG 
TCCGCATAAGAGCATTCATCATGGATAGTAAGGAAGTACTGGTACATGTTAAGAATCTAG 
AAAAGAACAAAAGTAATGATGCTGCAGTTCTAGAAATCTTACATGTCTTGGATAAAGAAT 
TCGTCCCCACTGAAAAGTTACTGAGAGAAACAAAAGTTGGTGTGGAAGTCAACAAGTTTA 
AAAAATCCACTAATGTAGAGATCAGCAAACTCGTGAAGAAAATGATTAGCTCTTGGAAAG 
ACGCAATTAATAAAAATAAGCGTTCCAGGCAAGCACAGCAGCATCATCAAGATCATGCGC 
CAGGCAATGCAGAGGACAAGACAACTGTAGGTGAGTCCGTGAATGGTGTTCAACAGCCGG 
CCTCCTCCCAGTCAGATGCCATGAAACAAGACAAGTACGTCAGCACTAAACCAAGAAATA 
GTAAGAACGATGGTGTGGATACAGCTATATACCACCACAAATTACGTGATCAGGTACTAA 
AAGCACTCTACGACGTTTTGGCCAAGGAAAGTGAGCATCCACCTCAATCTATTTTGCATA 
CTGCAAAGGCCATAGAAAGTGAAATGAATAAAGTTAACAACTGTGACACCAACGAAGCCG 
CTTACAAAGCCAGGTATCGTATAATTTATTCAAACGTCATATCAAAGAATAACCCAGATC 
TCAAACATAAAATTGCCAACGGTGATATAACACCTGAATTCTTAGCTACATGCGATGCCA 
AGGATCTGGCACCAGCGCCCTTAAAGCAAAAGATAGAAGAAATTGCCAAGCAAAACTTAT 
ACAACGCACAGGGTGCCACCATAGAAAGGTCAGTCACCGATAGATTTACATGTGGTAAAT 
GTAAAGAGAAGAAGGTATCTTACTATCAATTGCAAACAAGATCTGCGGATGAACCATTGA 
CCACTTTCTGTACATGTGAAGCATGTGGTAACAGATGGAAATTCTCTTAG 

yGL043W, 309 aa (SEQ ID NO 96) 

MDSKEVLVHVKNLEKNKSNDAAVLEILHVLDKEFVPTEKLLRETKVGVEVNKFKKSTNVE 
I SKLVKKMI SSWKDAINKNKRSRQAQQHHQDHAPGNAEDKTTVGESVNGVQQPASSQSDA 
MKQDKYVSTKPRNSKNDGVDTAIYHHKLRDQVLKALYDVLAKESEHPPQSILHTAKAIES 
EMNKVNNCDTNEAAYKARYRI lYSNVI SKNNPDLKHKIANGDITPEFLATCDAKDLAPAP 
LKQKIEEIAKQNLYNAQGATIERSVTDRFTCGKCKEKKVSYYQLQTRSADEPLTTFCTCE 
ACGNRWKFS 

YGL102C, 929 bp, CDS: 501-929 (SEQ ID NO 97) 

TGTTACGATCAACATTCTTGTCCGTAATCAGCATGGTAGTTAAACCCATTCTGTACATAT 
GGTCAGATATACTTTCGCATGGGTCAATACCATGGTCAACCCAACCAGTTCTTCTTTGCG 
TTTTCAAAAGTTGTATAATATTCAAAAACGCTAACTGATAATTTGGGTGAGGTTTCGAAA 
GAATTGCCAAAATCTCCCTAGGTATATTATCTTCTGGCTTCCAGATGTTAACTGCAGTCA 
TTTTGTTTTTCCTGGTCTTTACCTCGAATAGGTTTTCTTGTTTTGTTATTTGTTTTCTTT 
TTGGACCCTATGTTTATATATGGATTTTGAAAATCTTTTAAAAAAGCGATAAAAGCGTTG 
GGATCTGCCACTGGTAACTTCAAAATAGACAAGACGAAAAAACGGTGAAAATGGGTGATA 
GAAATAATACAGAAGTAGATGTTGAATTAGATTAAACTGAAGATATATAATTTATTGGAA 
AATACATAGAGTTTTTGTTGATGCGCTTAAGCGATCAATTCAACAACACCACCAGCAGCT 
CTGATTTTTTCTTCAGCCAACTTGGAGACGAATCTAGCTTTGACGATAACTGGAACATTT 
GGAATTCTACCCTTACCCAAGATCTTACCGTAACCGGCTGCCAAA6TGTCAATAACTGGA 
GCAGTTTCCTTAGAAGCAGATTTCAAGTATTGGTCTCTCTTGTCTTCTGGGATCAATGTC 
CACAATTTGTCCAAGTTCAAGACTGGCTTCCAGAAATGAGCTTGTTGCTTGTGGAAGTAT 
CTCATACCAACCTTACCGAAATAACCTGGATGGTATTTATCCATGTTAATTCTGTGGTGA 
TGTTGACCACCGGCCATACCTCTACCACCGGGGTGCTTTCTGTGCTTACCGATACGACCT 
TTACCGGCTGTACAAAAAAAATATTGTAA 

YGL102C, 142 aa (SEQ ID NO 98) 

MRLSDQFNNTTSSSDFFFSQLGDESSFDDNWNIWNSTLTQDLTVTGCQSVNNWSSFLRSR 
FQVLVSLVFWDQCPQFVQVQDWLPEMSLLLVEVSHTNLTEITWMVFIHVNSWMLTTGHT 
STTGVLSVLTDTTFTGCTKKIL 

YGL103W, 1461 bp, exonl : 501-549, intronl : 550-1060, exon2 : 
1061-1461 (SEQ ID NO 99) 

AACAAGCTATAATATTGTTAAATATAGTTGATCAACAGCATTGTAATGATTACAAGAGAC 
GAGGTGGAATGAACCTTATGAAATGCGTATTATATATAAACTGTAATAAGAGCTAAGTTG 

AATTGAAATCTACGATACTTGATGTTGACATTATAGCACTAGTTCCCAGGAAACCCTTTC 
GAAAAACACAGCAAAAACAAGAGTACTGTAACCAATGTAACATCTGTACACCAGGGACCC 
ACACATTACCAAAATCAAAATTATTTTTCTAATGCCTGTTATTTTTCCTATTTTTCCTCT 
GGCGCGTGAATAGCCCGCAGAGACGCAAACAATTTTCCTCGCAGTTTTTCGCTTGTTTAA 
TGCGTATTTTCCCAGATAGGTTCAAACCTTTCATCTGTATCCCGTATATTTAAGATGGCG 



wo 01/02550 



34/161 



PCT/BEOO/00077 



TTTGCTTTCTCCGTTGATTTTTTTCCTTCTTAGTGATTTTTTTGCATTAAATCCCAGAAC 
AATCATCCAACTAATCAAGAATGCCTTCCAGATTCACTAAGACTAGAAAGCACAGAGGTC 
ACGTCTCAGGTATGTAGTTCCATTTGGAAGAGGGAATGAAAGAACCAAGACGGTGACTTT 
TTTTTTAGTGTTGTGCAACCAATATGTCGTGTGTATATCATGGTACAGGAGAATGTCAAT 
CAGCTAAGTGTACTCAACATATTTCTTTGTGTTTTGATTGCGAACTTTGTATTACCATCT 
CACTGTTGAGACGGCTTATTTGAGGTAATAGCTCGAGTAAATGTACTCTTCCATCGCAAA 
CTGAGCAAAAAGAAAGTGTGCATAGCCTTTGTCATACTTCTCCTTTATTATACCATGATA 
TTCA6AACAGTCATACTGTCTACTCATTTTACGGCTATAAAAGGTAACTTTCATTTAGAT 
TATGGAAAGCACTAATTATCGCTGTATCAAATGGTTGTAGAGAGCGCAATTATGAAAAAG 
AGTTACCACGTTTCTTTTGTTTCGATAAAATGTCCAGTTGAAAACCTGTTTTACTAACGA 
TTTAAAAATTGTATTTCATTACAATATTTTTTTTGTACAGCCGGTAAAGGTCGTATCGGT 
AAGCACAGAAAGCACCCCGGTGGTAGAGGTATGGCCGGTGGTCAACATCACCACAGAATT 
AACATGGATAAATACCATCCAGGTTATTTCGGTAAGGTTGGTATGAGATACTTCCACAAG 
CAACAAGCTCATTTCTGGAAGCCAGTCTTGAACTTGGACAAATTGTGGACATTGATCCCA 
GAAGACAAGAGAGACCAATACTTGAAATCTGCTTCTAAGGAAACTGCTCCAGTTATTGAC 
ACTTTGGCAGCCGGTTACGGTAAGATCTTGGGTAAGGGTAGAATTCCAAATGTTCCAGTT 
ATCGTCAAAGCTAGATTCGTCTCCAAGTTGGCTGAAGAAAAAATCAGAGCTGCTGGTGGT 
GTTGTTGAATTGATCGCTTAA 

YGL103W, 149 aa (SEQ ID NO 100) 

MPSRFTKTRKHRGHVSAGKGRIGKHRKHPGGRGMAGGQHHHRINMDKYHPGYFGKVGMRY 
FHKQQAHFWKPVLNLDKLWTLIPEDKRDQYLKSASKETAPVIDTLAAGYGKILGKGRIPN 
VPVIVKARFVSKLAEEKIRAAGGWELIA 

YGL130W, 1880 bp, CDS: 501-1880 (SEQ ID NO 101) 

TTTTGGTACTTGAATTTCTCGTTTCTACTAGCTGGATTGCTTGTCCTTTTACAATTCCTG 

GGAGTTTGGCTATTGCTACCCTTGGTCTTAGCACCACTTTTTTCCGCTATTTGTATTTGT 

TGAACTAATTTAGTATCTATTTCCATTTCATTATAATTCACGTTTTTAGCAGCCTCTCTT 

CTTCTAGGTAATTGGAAATCTTCTTCTTTAGGCATAGCGTGACCAGCTGAAAGGCAGATG 

ATCTCAATATGTCCCGATAGGCCAATTTTGCCACCAGATAGTTCGATGGCATTTTATTTT 

TAGTCCTTTTGAAAGCAATATCATAAAATATATATAGTTCTCCATGATGTTCGGGTCAGT 

CGCTCCGAAGCGTAACCTAGTATAATAAATAGTTCATTGCAGAAAATAACGAAAGAAATG 

GTGGAATACGATCTGTTATATCTAAACTAAAGCTAACTAACGGAATAAGCAAATACGAAT 

CGACCGCTAATTTAACAAATATGGTTTTAGCAATGGAAAGTAGAGTGGCACCGGAAATTC 

CTGGGCTCATTCAACCTGGGAATGTCACGCAAGACTTGAAGATGATGGTCTGTAAATTAT 

TGAATTCCCCAAAACCTACGAAAACATTCCCTGGTTCCCAGCCTGTGTCCTTTCAGCATT 

CTGATGTGGAAGAGAAGCTGCTTGCGCATGATTACTACGTTTGTGAGAAAACAGATGGTC 

TGCGGGTGTTGATGTTTATAGTGATAAATCCTGTGACGGGTGAGCAAGGATGCTTTATGA 

TTGATAGGGAAAATAACTATTATCTGGTTAATGGATTTAGGTTTCCCAGATTACCCCAAA 

AGAAGAAAGAAGAGCTGCTAGAGACTCTTCAAGATGGCACCTTATTAGATGGTGAACTTG 

TCATACAAACTAACCCAATGACAAAATTACAAGAGTTGCGTTATTTAATGTTC6ATTGTC 

TTGCTATCAATGGTAGATGTCTCACACAATCACCAACAAGTTCTAGACTAGCCCACCTTG 

GAAAAGAATTTTTTAAACCATACTTCGATTTAAGAGCAGCGTACCCTAATCGTTGTACTA 

CTTTTCCGTTCAAAATTTCCATGAAACATATGGATTTCAGTTACCAATTAGTAAAAGTTG 

CTAAAAGTTTAGATAAACTACCACATCTTTCTGATGGTCTGATATTTACTCCTGTGAAGG 

CACCTTACACTGCCGGCGGAAAAGATTCATTGTTATTAAAATGGAAGCCAGAACAAGAAA 

ACACCGTGGACTTCAAATTGATTTTAGATATCCCAATGGTGGAGGATCCTTCTTTGCCTA 

AAGATGATCGGAACAGGTGGTATTACAATTATGACGTTAAGCCAGTTTTCAGCTTATATG 

TCTGGCAAGGCGGAGCTGATGTCAATTCACGTTTAAAACATTTCGACCAGCCTTTCGATA 

GGAAGGAATTTGAAATATTAGAAAGAACATACAGAAAATTTGCAGAGTTGAGCGTTTCAG 

ATGAGGAATGGCAAAATTTGAAGAACCTAGAACAGCCATTAAATGGTAGAATAGTAGAGT 

GCGCAAAAAACCAAGAGACTGGGGCGTGGGAAATGTTAAGATTCAGGGATGATAAGTTAA 

ATGGTAATCATACATCGGTGGTCCAGAAAGTTTTGGAGAGTATCAACGATTCAGTTTCAT 

TGGAGGACCTCGAGGAAATTGTTGGTGATATTAAAAGGTGCTGGGACGAGAGAAGAGCAA 

ATATGGCTGGTGGTAGTGGGAGACCACTACCGTCTCAAAGTCAAAATGCGACATTATCTA 

CCTCTAAGCCAGTCCATTCACAGCCCCCAAGTAATGATAAGGAGCCAAAATATGTAGACG 

AGGATGATTGGTCGGATTAG 

YGL13 0W, 459 aa (SEQ ID NO 102) 

MVLAMESRVAPEIPGLIQPGNVTQDLKMMVCKLLNSPKPTKTFPGSQPVSFQHSDVEEKL 
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LAHDYYVCEKTDGLRVLMFIVINPVTGEQGCFMIDRENNYYLVNGFRFPRLPQKKKEELL 
ETLQDGTLLDGELVIQTNPMTKLQELRYLMFDCLAINGRCLTQSPTSSRLAHLGKEFFKP 
YFDLRAAYPNRCTTFPFKISMKHMDFSYQLVKVAKSLDKLPHLSDGLIFTPVKAPYTAGG 

KDSLLLKWKPEQENTVDFKLILDIPMVEDPSLPKDDRNRWYYNYDVKPVFSLYVWQGGAD 
VNSRLKHFDQPFDRKEFEILERTYRKFAELSVSDEEWQNLIOSrLEQPLNGRIVECAKNQET 
GAWEMLRFRDDKLNGNHTSWQKVLESINDSVSLEDLEEIVGDIKRCWDERRANMAGGSG 
RPLPSQSQNATLSTSKPVHSQPPSNDKEPKYVDEDDWSD 

YGL147C, 1076 bp, CDS: 501-1076 (SEQ ID NO 103) 

CAATATTATAGTTACTACCTATTTGATTATTAAGATCAAAAGTAATCCTTCATCTCATAT 

CAAAAAGAAAGGTTTGTAAAAGAGCATTGGGCAGAGAGTATTTGTCCTGCGTATAGAGGA 

GAAAAAATTGTACTGATGCTAATTTTGGTGTCGTTCTTCTTTTTTATTTTGTAAGACTGT 

TTTCCAGAAATGTTTGGGTTTATTTTTTAATTTTTTGAAACATTTTTTTCATCCTTTCTC 

ATTTTGTCATTTCATTTTTCTGTGGAAAATTTCACTGACGCGAAGAAGCGATGAAATTTC 

CAACATCCTCCCATCATCCCAATATTGGCATACACACACATGCAGCACAGCGGAACTGCG 

GAGGTCAGAGGCAATGTGGCAGAGACGCTGGCGCGCCTGTATTGTATAATAGTATATTTT 

ACACTCAATTCAATTTTTTGATATTAAATTAGTGTGTAAAAAGCTTCTGAAATCAAGAAG 

CCCGTACCAGAAGTTCAATCATGAAATACATCCAAACTGAACAACAAATCGAAGTCCCAG 

AAGGTGTCACTGTCAGCATCAAGTCCAGAATCGTCAAGGTTGTTGGTCCAAGAGGTACTT 

TGACCAAGAACTTGAAGCACATTGATGTTACCTTCACCAAGGTCAACAACCAATTGATCA 

AGGTTGCTGTTCACAACGGTGGCAGAAAGCACGTTGCTGCTTTGAGAACCGTCAAGTCTT 

TGGTTGACAACATGATCACTGGTGTCACCAAGGGTTACAAGTACAAGATGAGATACGTCT 

ACGCGCATTTCCCAATCAACGTCAACATTGTTGAAAAGGATGGTGCCAAATTCATTGAAG 

TCAGAAACTTTTTGGGTGACAAGAAGATCAGAAACGTTCCAGTTAGAGATGGTGTTACTA 

TCGAATTTTCCACCAACGTTAAGGACGAAATTGTCTTGTCAGGTAACTCTGTCGAAGACG 

TTTCCCAAAACGCTGCTGACTTGCAACAAATCTGTCGTGTCAGAAACAAGGATATCCGTA 

AATTTTTGGACGGTATCTACGTTTCTCACAAGGGTTTTATTACTGAAGATTTATAA 

YGL147C, 191 aa (SEQ ID NO 104) 

MKYIQTEQQIEVPEGVTVSIKSRIVKVVGPRGTLTKNLKHIDVTFTKVNNQLIKVAVHNG 
GRKHVAALRTVKSLVDNMITGVTKGYKYKMRYVYAHFPINVNIVEKDGAKFIEVRNFLGD 
KKIRNVPVRDGVTIEFSTNVKDEIVLSGNSVEDVSQNAADLQQICRVRNKDIRKFLDGIY 
VSHKGFITEDL 

YGL213C, 1694 bp, CDS: 501-1694 (SEQ ID NO 105) 
AATCAAAACGATCGTTATACAATTCATTGAGGAACCTCTCTAGTCCGATCCGTCTTTCAT 

CGATCATTTCCGGATCATCATATCTTCTTTGCCACCTCCTGTCCAATACACCGGGCTTTT 
CAGGGAAGTCATATGGGATGGTGCTTCCTACATCTCTCTCCAATCGTGTCTTCAGTTTCC 
AAAACTCGGAATACCTTTTGTAAAGGCGCTTGTTTGGTGTACTAACACCGTATAAAACAT 
ACTTGGGGTTGATTTTAACATCGTCCACCTTGATTCTTAACTTTTCACTCATTTTCCCTA 
CAGAATTAGCTGCCATCAATATCAATTATCAACCCTTATATGACTTTATTGTTTTTGTTT 
TTGTTGGCTAATTAATTGATACAAATCTTTAGGCGAAAAATAAAAAAAATATAAAGTAAA 
GAAGGAAAAATTAGGCGATATTAAAACAAATCTAAAATAAAGACAAGAAACGAAAAAGAG 
GTTAATCAAGTATTGGAAAAATGTCCAAAGTGTTTATTGCCACAGCAAATGCAGGTAAAG 
CTCATGACGCTGATATTTTCTCGGTTTCTGCTTGCAATTCATTTACGGTAAGTTGTTCAG 
GTGACGGTTACTTAAAGGTGTGGGATAATAAGCTGTTAGATAATGAAAATCCAAAAGATA 
AGTCATATTCTCACTTTGTCCATAAGTCCGGATTGCACCATGTCGATGTCTTGCAAGCTA 
TTGAGAGAGATGCATTTGAATTATGCCTTGTTGCTACCACTTCATTTTCTGGCGATTTAC 
TCTTCTATCGTATCACTAGAGAAGATGAGACTAAAAAAGTTATATTCGAGAAATTGGATC 
TTCTAGACTCAGACATGAAAAAGCATTCCTTTTGGGCATTAAAATGGGGTGCCTCAAATG 
ACAGACTACTTTCCCATAGGCTGGTTGCTACAGACGTCAAAGGGACCACTTACATTTGGA 
AGTTTCACCCGTTTGCAGATGAGTCAAATTCTTTAACACTAAATTGGAGCCCCACGTTAG 
AATTACAAGGCACTGTCGAATCGCCTATGACTCCAAGTCAATTTGCCACTTCTGTGGATA 
TCTCTGAACGAGGACTAATTGCCACAGGTTTTAATAATGGAACAGTACAAATTTCAGAAC 
TATCTACATTACGCCCGTTGTACAATTTTGAATCTCAGCATTCTATGATTAATAATTCGA 
ATTCCATCAGATCGGTGAAATTTTCTCCTCAAGGATCCTTATTAGCCATTGCTCACGATT 
CAAATTCATTTGGTTGCATCACTCTATATGAAACTGAATTTGGTGAAAGAATAGGCTCCT 
TATCCGTACCAACCCATAGCTCGCAGGCAAGTCTGGGTGAATTTGCACATTCTAGCTGGG 
TCATGAGTCTATCGTTTAATGATTCTGGTGAAACATTATGCAGTGCCGGATGGGATGGTA 
AATTGAGATTTTGGGATGTAAAAACAAAGGAAAGAATCACTACATTGAATATGCATTGTG 
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ATGATATTGAAATTGAAGAGGATATCTTAGCTGTTGATGAACATGGAGATTCTTTAGCTG 
AACCTGGTGTCTTTGACGTGAAGTTTTTGAAAAAAGGTTGGAGATCTGGTATGGGAGCTG 
ATTTAAATGAAAGTTTATGCTGTGTTTGTTTAGATAGAAGCATCAGGTGGTTTAGAGAAG 
CTGGCGGTAAATAA 

YGL213C, 397 aa (SEQ ID NO 106) 

MSKWIATANAGKAHDADIFSVSACNSFTVSCSGDGYLKVWDNKLLDNENPKDKSYSHFV 
HKSGLHHVDVLQAIERDAFELCLVATTSFSGDLLFYRITREDETKKVIFEKLDLLDSDMK 
KHSFWALKWGASNDRLLSHRLVATDVKGTTYIWKFHPFADESNSLTLNWSPTLELQGTVE 
SPMTPSQFATSVDISERGLIATGFNNGTVQISELSTLRPLYNFESQHSMINNSNSIRSVK 
FSPQGSLLAIAHDSNSFGCITLYETEFGERIGSLSVPTHSSQASLGEFAHSSWVMSLSFN 
DSGETLCSAGWDGKLRFWDVKTKERITTLNMHCDDIEIEEDILAVDEHGDSLAEPGVFDV 
KFLKKGWRSGMGADLNESLCCVCLDRSIRWFREAGGK 

YGL235W, 1037 bp, CDS: 501-1037 (SEQ ID NO 107) 

CTGGTTCCAACCATATCTTATGGGAAGATCTATCAGGAAACCTTAGAATCTTAGCTTCGA 

TGGAGGGACAATAGCGGGGGCCTTTGATGGTCGTGTCCTGAATATGAATGGATTGATGCA 

AGTTATTGCGCAAAAAGTCGTGCATTTGAGGTGTGGTATGTGTGCCAAAGCAATCCAGTT 

GCTTCGTGGGTTCGACTGACACGGTTTCATTCAGAAAACTCATAGGGACAGGCAACGCAT 

CTCCCTTCTGGACCTCCAGAGCGCTGAAATCAATGGATTCCTTGGCCAGCCTAGCCGGAG 

TGCCT6TTTTCAAACGCCCTAACTGAAAGCCCACCTCATTTTGTAGAGTATTGCTGATCC 

CATATGTTGGCTGCTCGCCAATTCTTCCTGCTGCAATACGCTTGTCGCCGATGTGAATTT 

CTGCACTGAGAAACGTACCTGTAGTGATTATGACCTGATCTGCCCCAACCTGGGTACCGT 

CATCCAGAACCACACCTTTGATGACCTTGTGGCCACATCCGGGGTCATACAAGATCAAGT 

CAGCAACTTTGTTCTGCAGCAGAGACAAGTTGGGGTGTGCTTTCTTGTCGGAAAGTTCCC 

TTTGCATGTATTTCTTATATAACTCTCTGTCTATCTGGGCTCTGGGCCCCCACACAGCAG 

GACCCTTGCTTCTGTTCAGCATTTTGAATTGCACTCCAGCGAGATCAGTTACTTTGCCCA 

TCAGCCCATCGAGAGCGTCGATTTCCTTTACAAGGATGCCCTTACCCACTCCACCAATAG 

AGGGGTTGCACGAACACTTACCAATATCTGTTAACGATGGTGTAATGAGAGTAGTATGCG 

CACCAGTCCTAGATGACGCAGCTGCAGCTTCGCAGCCTGCATGTCCAGCACCGATGACCA 

CGACCTGTGTCTTGGTTGTGGGTTGGAAGCTTGTCAAAGAAGATATGGTCAACCGCCTCC 

TGAGGACCTGTAAGGGAAATGAAGTACACGAAGACGCCAAGGTTGTTACACGCAGCATCG 

TTCTTTGGGGCGTTTAG 

YGL235W, 178 aa (SEQ ID NO 108) 

MTLWPHPGSYKIKSATLFCSKDKLGCAFLSESSLCMYFLYNSLSIWALGPHTAGPLLLFS 

ILNCTPARSVTLPISPSRASISFTRMPLPTPPIEGLHEHLPISVNDGVMRWCAPVLDDA 
AAASQPACPAPMTTTCVLWGWKLVKEDMVNRLLRTCKGNEVHEDAKWTRSIVLWGV 

YGL260Mf. 731 bp, CDS: 501-731 (SEQ ID NO 109) 

TACCATGGAACACCGGTGATCATTCTGGTCACTTGGTCTGGGGCAATACCAGTCAACATG 
GTGGTGAAGTCACCGTAGTTGAAAACGGCTTCAGCAACTTCAACTGGGTAGGTTTCCGTT 
GGGTGGGCGGCTTGGAACATGTAGTATTGAGCCAAGTGAGCTCTGATATCAGAGACGTAG 
ACACCTAATTCAACCAAATTGACTCTTTCGTCAGACTGAGCTAGAGTGGTGGTTGCGGAA 
GCAGTAGCAGCGATGGCAGCGACACCAGCGGCGATTGAAGTTAATTTGACCATTGTATTT 
GTTTTGTTTTTTAGTGCTGGTATAAGCTTAACAGGAAAGAAAGAAATAAAGATATATTCT 
CAAAAGCATACAGTTGAAGCAGCTCTATTTATACCCGTTCCTCTATCAGTCATCACTACT 
TAAACGATTCGTTAACAGATGCTCATTTAGCACCTCACATATCCTCCATATCTCATCTTT 
CACACAATCTCATTATCACTATGGAGATGCTCTTGTTTCTGAACGAATCATACATCTTTC 
ATAGACTTCGTATGTGGAGTATTGTATTATGGCACTCATGTGTATTCGTATGCGCAGAAT 
GTGGGAATGCCAATTATAGGGTGCCGAGGTGCCTTATAAAACCCTTTTCTGTGCCTGTGA 
CATTTCCTTTTTCGGTCAAAAAGAATATCCGAATTTTAGATTTGGACCCTCGTACAGAAG 
CTTATTGTTAA 

YGL260W, 76 aa (SEQ ID NO 110) 

MEMLLFLNESYIFHRLRMWSIVLWHSCVFVCAECGNANYRVPRCLIKPFSVPVTFPFSVK 

KNIRILDLDPRTEAYC 

YGR085C, 1025 bp, CDS: 501-1025 (SEQ ID NO 111) 
TCCTTACTTTAGTCTATTATCAATATCTCTTCCCCCTCCTAAATATGTACTCTTTTATTT 
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TTTTTAATTGTGAAGGAACAATTCAAGTTAGAACTCTTTTGATAGGAAACATTATTTCCT 
GTGTAGCCTAATGTTTAATGCCTAATTTTTTTCTAAAATGCAGCAACATACATATGTTGA 
GTCGTATAGACATCTATATATAACAAGCACAGAACCGTCTAATTGGTATTTTTCAGGACA 
TTTTAAACATCCGTACAACGAGAACCCATACATTACTTTTTTTAATATTCTTTTTGTTTT 
CACCGCCTTCTTTTTATTTTTATCCGAAGATCTTTTGGAACCCGCTCTGCGAATAGCGAA 
GCTAGGATACCAAATTGAAACTTGGACATAACTCATCATTAAAGAAGTATACTGTTAAGA 
GAGGCATTCATTTCGTGTATTATAACGTTTAGCATCAGTTACCCTTGAAAGCCCAACATA 
TACAAAAATACGCGTCCAAGATGTCTACTAAAGCCCAAAACCCTATGCGTGATTTGAAGA 
TCGAGAAATTGGTCTTGAACATCTCCGTTGGTGAATCTGGTGACAGATTAACCAGAGCCT 
CCAAGGTTTTAGAACAATTATCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTG 
TCAGAACTTTCGGTATCAGAAGAAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTC 
CAAAGGCTGAAGAAATTTTGGAAAGAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACA 
GAAACTTCTCTGCTACCGGTAACTTCGGTTTCGGTATTGACGAACACATTGACTTGGGTA 
TCAAGTATGACCCATCCATCGGTATTTTCGGTATGGATTTCTATGTCGTCATGAACAGAC 
CAGGTGCTAGAGTCACTAGAAGAAAGAGATGTAAGG6TACTGTTGGTAACTCCCACAAGA 
CAACTAAGGAAGACACCGTCTCTTGGTTCAAGCAAAAGTACGACGCTGATGTGCTCGATA 
AATAA 

YGR085C, 174 aa (SEQ ID NO 112) 

MSTKAQNPMRDLKI EKLVLNI SVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIR 
RNEKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSI 
GIFGMDFYVVMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVLDK 

YGR118W, 1258 bp, exonl : 501-565, intronl : 566-885, exon2 : 
886-1258 (SEQ ID NO 113) 

AGCCATGTCGGTCGCACTAGACTTTTCTTCTCACTGTCACTTACCTGTTTGAAATCATGT 
CCTTTTTTTTTTTGCCATTCTTATACATTTTCTTTCCTTCTGAAATTAACTGTACACCCA 
TACCCTATATACACCCATACCCTATTTTTAAATATAAAAAGTAAACTTCATTTTGAAAGA 
CCACTCTGCATCAGCACGCGGGCTCTGGAAGGAAGAAATGACGTTTCGGCGGAATACCCT 
TTCAGAAGGTCTGCTCTTGTGGCTGGTTCATGGGAGACACCCAGCGGAGCTCCTCCCGAG 
AAAGGCCCCTTCATCTCTGCCGATTGCTGACGGAAAGCAGTAGCGGAGGTTTGAGTTCTC 
TACGCCGAGAGTACACTGCCGTAATATCACAATGTTTCGACTAACGGTTACAGTACGTTA 
AATTAGATACTGCCTATGAATTGACATATTAGATAATGTCAAATTTTACAAAAACCTAAG 
ACAACAGGAAATAAACAAAGATGGGTAAAGGTAAGCCAAGAGGTTTGAACTCTGCTAGAA 
AGCTACGTGTCCACAGAAGAAACAAGTATGTTGACTATTTCAAAATTAAAAAAAACTATC 
AACCCCCTATTGTGATATCGTTTTAGGTGAAGGAAATGTTGTGAGCTCTGGAGTGATAAA 
TTTATCAAGTAACATATCCTGGCGCAAATCAGTTTGGAGAGGCTTAAAATGACACGTCAC 
AGTGATAAAAAGTAATGAATAGTGAACGGTCAGCTTCGGCCATTCTTCCCAATCTATAGT 
GTGGAAAATAAACCTTTTCTTCCCAAAATAACTCAGAAAGTCACAGGAGGCCGTTTTTTA 
CAACGGAATCATTTTTTTACTAACAGTTTTTTTTTATTATTATAGCCGTTGGGCCGAAAA 
CAACTACAAGAAGAGATTGTTGGGTACTGCCTTCAAGTCTTCTCCATTCGGTG6TTCTTC 
TCATGCCAAGGGTATCGTCTTGGAAAAATTGGGTATCGAATCCAAGCAACCTAACTCTGC 
TATCAGAAAGTGTGTTAGAGTTCAATTAATCAAGAACGGTAAGAAGGTCACTGCTTTCGT 
TCCAAACGATGGTTGTTTGAACTTTGTCGACGAAAATGATGAAGTCTTGCTAGCAGGTTT 
CGGTAGAAAGGGTAAAGCTAAGGGTGATATTCCAGGTGTTAGATTCAAGGTCGTTAAGGT 
CTCTGGTGTCTCCTTGTTGGCTTTGTGGAAAGAAAAGAAGGAAAAGCCAAGATCATAA 

YGRllBW, 145 aa (SEQ ID NO 114) 

MGKGKPRGIJJSARKLRVHRRNNRWAEinirirKKRLLGTAFKSSPFGGSSHAKGIVLEKLGIE 
SKQPNSAIRKCVRVQLIKNGKKVTAFVPNDGCLNFVDENDEVLLAGFGRKGKAKGDIPGV 
RFKWKVSGVSLLALWKEKKEKPRS 

YGR142W, 1733 bp, CDS: 501-1733 (SEQ ID NO 115) 

GGACTACTTTACAGGGTAATGAATATTTGGGCGTTTTTCGCTATTTTAGCATGCTGTAGT 

GTATGTACTGTGCATCGTCATGTAGCACTATTTCAGCCGTATTTTTCTTTTTTTCTTTCG 

CACCGTCTGTGGTTGTAAAGTTACTGACACTTTTTTTTCTAGAAAGTTCCGGAAAATTGC 

GACACTCGGTGGAGCTCGAGAGTTGTATCCAGTTTTCTTGTTCGGCGATATTCCGAACCA 

GGTCGGGTTGGGCTAACAGCCGCCCAGGATGGAAGAATTAAGAATTTCATAGAAGCCTTC 

AGTTCTTGGCGAAGTAAAGTGGCAAAACAAATGGAAGATCTATTGCATTACATATATAAA 

AGCATTAGAACAATCTTTTCTCATTGACAGGTATTCTCATTGCTCTATATATATTTTCTT 
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CTTCTTGAAAGAAATATCAGTATTACAATCATAACAACAACCAAAAGAAAATAACTAATA 
GACCCCATTACAATATAGAAATGTTTTCCATATTCAATTCACCATGTGTTTTTGAACAGC 
TGCCATCTTTTAGTCAGCCCCTACATTCGCGTTATTTTGATTGCAGTTCTCCAGTGAGCT 
ATTATCCAGAATGTAAAAGGAGGAAAGCAATAAAAGCTAACCTAAGAGCTCCAAAAAAAA 
GCGATGCAAATTGTTCAGAACCTTTGAGGTATGCACTTGCTGAAACACCAAATGGTTATA 
CATTAAGCTTGTCTAAGCGGATTCCATATGAACTTTTTTCAAAGTACGTTAATGAGAAAT 
TAGGTGAGCTAAAGGAGAACCATTACAGACCAACTTACCATGTTGTCCAAGATTTTTTTG 
GAAACCAGTATTATGTTGAAGATGAAGCGGATGAAGATGCTCTATTGAGATCTGCATTGA 
AAGATCTGGATTTTAGAGCCATAGGAAAGAAAATTGCTAAGGATCTTTTCCAAGACTACG 
AAATAGAATTGAATCATAGAGGTGATGAATTGAGCATATTGAGTAAGAAGGATAAAATCT 
TTAAGGAATTCTCTCTAGACCAAGTGTTTGAAGATGTTTTTGTTATTGGCTGTGGAGTTG 
AAAACATAGATGATGGCTCGAGAGAAAAATATGCACTTTTAAAGATTGGTTTAGTTAAGC 
ATGAGGAAGAAATTTCCGAAGGTGGCATCAACGAACCAAAGATGCCAATAATTGAATCCA 
AAATAGACGAGTCTCACGATGATGTTAACATGTCTGAATCTTTGAAGGAGGAAGAAGCGG 
AGAAAGCGAAAGAACCACTAACCAAAGAAGACCAAATAAAAAAATGGATAGAGGAAGAAA 
GATTGATGCAGGAGGAAAGCAGAAAATCAGAACAGGAAAAAGCTGCCAAGGAAGATGAAG 
AAAGGCAAAAGAAAGAGAAGGAAGCCAGATTGAAGGCAAGGAAAGAATCTTTGATAAATA 
AGCAAAAAACCAAGAGGTCCCAGCAAAAAAAATTGCAAAATTCCAAATCATTGCCTATCT 
CTGAGATTGAGGCCAGCAATAAAAATAATAATAGCAATTCTGGTTCAGCAGAAAGTGATA 
ATGAAAGTATAAACAGTGATTCTGATACGACTTTGGATTTCTCTGTGTCTGGTAATACAC 
TAAAAAAACACGCTTCACCCCTATTAGAAGACGTTGAGGATGAGGAAGTTGACA6ATACA 
ACGAGTCCCTAAGCAGATCTCCCAAGGGAAACTCTATTATTGAGGAGATATAA 

YGR142W, 410 aa (SEQ ID NO 116) 

MFSIFNSPCVFEQLPSFSQPLHSRYFDCSSPVSYYPECKRRKAIKANLRAPKKSDANCSE 
PLRYALAETPNGYTLSLSKRIPYELFSKYVNEKLGELKENHYRPTYHWQDFFGNQYYVE 
DEADEDALLRSALKDLDFRAIGKKIAKDLFQDYEIELNHRGDELSILSKKDKIFKEFSLD 
QVFEDVFVIGCGVENIDD6SREKYALLKIGLVKHEEEISEGGINEPKMPIIESKIDESHD 
DVNMSESLKEEEAEKAKEPLTKEDQIKKWIEEERLMQEESRKSEQEKAAKEDEERQKKEK 
EARLKARKESLINKQKTKRSQQKKLQNSKSLPISEIEASNKNNNSNSGSAESDNESINSD 
SDTTLDFSVSGNTLKKHASPLLEDVEDEEVDRYNESLSRSPKGNSIIEEI 

YGR236C, 890 bp, CDS: 501-890 {SEQ ID NO 117) 

CAAAAAAGTTTTCGGATGAACCGGATTAATACAAGTAAAATCAGCAAAGATATAGAAGAC 
AAAATAAGCGTGAAAACAATCATAAACCACTCACAACGGGGGTTTTCAGCTGTTACTCCT 
CCATACATACATTTTGATAAAGATATAATGTTATATTTCTTTTCGTAATTTTGTTTTACT 
TCGGTTTGCTCTATAGATTTCATCAGCCGCACCGAAAAGGGAGATCAATAAGGTACCCTT 
TAAAAGGGATAAGAAGCCTACATCACCCCAATAAATGGAGTAATGGCCAGCATTGGATGA 
AGAGAAGAATTACGGGATACTGGGATAACACTGTTAAAAAATGCTTCGCGACGTGAGGGT 
CTTCTTCATATAAATTGAACTGCCAAATCTCTTTCACATTATCCAGGATAGTTTGGAATG 
TGTGTTACTGAAGGATCAGAATCAATAAATACAATCAATACAAATATTTAGCGCATAAAA 
TTCAAACAAAGTTTACTGAAATGAAGTTAGATTCAGGAATATACTCAGAGGCACAAAGAG 
TTGTGAGAACTCCAAAGTTTAGATATATTATGTTAGGGCTGGTGGGCGCTGCTGTGGTAC 
CGACCGCATACATGAGGAGAGGCTATACGGTTCCTGCACATAGCTTAGACAACATCAACG 
GCGTAGACACAACTAAGGCGTCTGTTATGGGTACAGAACAGAGAGCAGCTATGACGAAGG 
GTAAGAGTTTACAAGAGATGATGGATGATGATGAAGTAACGTATTTGATGTTCCTCTTCA 
ATCATGTAAGGGAATTTGTACTTGGTTCCCTGCATTTATGTTCTTTGCATTTTGTTTTCG 
CATTTAATCATAGTACGACAAACGGGGAAGGGGATTGTGATTTTACATAA 

YGR236C, 129 aa (SEQ ID NO 118) 

MKLDSGIYSEAQRWRTPKFRYIMLGLVGAAWPTAYMRRGYTVPAHSLDNINGVDTTKA 
SVMGTEQRAAMTKGKSLQEMMDDDEVTYLMFLFNHVREFVLGSLHLCSLHFVFAFNHSTT 
NGEGDCDFT 

YGR277C, 1418 bp, CDS: 501-1418 (SEQ ID NO 119) 

AATCTTTGCGATTGAATTGCTGCACGAACATTAACATTAGTTCTTTTGCTAAAGTTTCTC 

CAATATCTGGAATATCAGAATTTAGCAAGGCAATCAAAGCGGATAAAGCAGGGATTAGCC 

TGCCATTCTGTTTGTTCAGAGTAAAATCCACAACATTTTTACAAATTATGTTGCGGCCAA 

TAAGTATATTGACTTGAAATAAGTCTCTGTGCGATTCCTGTAAGTTGTCCATTGTTAAAT 

TGGATATTATGGGTGAAACGTGTGACCTTATCATTTCCCAGTTTTCTCTCTGAAATTTAA 
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TGTCTTCATCCTGTATGGTAGCGGTAGACATGCTGGTTTGTAGCCTTTTTATTCCTTTTT 
AGGTTTCTTACTCACAATGCCAAAATAAATATCAGTGTAATATAATTTTTCAAGAGTACG 
TAATGGAAAAAGATAAAAATAAGGACCGTCATAAAAAGAGACGTGATTAAACCTAAAAAT 
CTAAAGTAAAGAAGTGTAAGATGGTTGAGGAAAATTCCAGAGTTTTGATTGTTCTTCCTT 
ATACACCGCCTAGTGCTACTTTGCAGAGGATTATAGGGCAAACTATTCCGTTCTTAAGAG 
AATGTCAAAGTCAACTAGACATCGTGATTGTACCTGAATTCAAAACCTCATTCCAGTTGG 
ATTCTGCGCTAGGGAAGATGTACAGTATTACCAGGGATGTCCTTTTGGGCTATGGAATGA 
TCAACAGCGGAATCAACATCATATTCAACAATATTCATTTCGTCGAGAGTAATTTGCAAT 
GGAAAGTGGTTTTATTGCCACAGGAATCCACTTTTGAAACTTGGAAGCTAGAGTTGGGAC 
AAGGACAATACCATAGTATAGAACATTATGCATTACACGATAATATAATGGAAGAGATAG 
AAGGTCCCAAAGATGCTAACAAATTTCATGTCACCGCATTGGGCGGAACGTTCGACCACA 
TTCACGATGGACATAAAATATTGTTGAGCGTCTCTACATTCATCACGTCACAAAGGTTAA 
TTTGTGGAATTACGTGCGATGAGCTCTTGCAAAACAAGAAATACAAAGAGTTGATTGAAC 
CTTATGATACACGATGCAGGCACGTACATCAATTCATCAAGTTGTTAAAACCGGATCTCT 
CCGTAGAACTAGTTCCCTTAAGGGACGTGTGCGGCCCCACAGGGAAAGTACCCGAGATAG 
AATGTTTAGTTGTGAGTAGAGAAACCGTCAGTGGGGCAGAGACTGTGAATAAGACTAGGA 
TTGAAAAAGGCATGAGCCCATTGGCAGTACATGTGGTTAATGTACTTGGAGGAAGGGAGG 
AAGACGGCTGGAGCGAGAAGTTAAGCAGCACGGAAATCAGACGCCTACTTAAGTCCTCTG 
CTTCGCCAACGTGCACTCCACAAAACCCTTGCGTATAA 

YGR277C, 305 aa (SEQ ID NO 120) 

MVEENSRVLIVLPYTPPSATLQRIIGQTIPFLRECQSQLDIVIVPEFKTSFQLDSALGKM 

YS ITRDVLLGYGMINSGINI I FNNIHFVESNLQWKWLLPQESTFETWKLELGQGQYHS I 
EHYALHDNIMEEIEGPKDANKFHVTALGGTFDHIHDGHKILLSVSTFITSQRLICGITCD 
ELLQNKKYKELIEPYDTRCRHVHQFIKLLKPDLSVELVPLRDVCGPTGKVPEIECLWSR 
ETVSGAETVNKTRIEKGMSPLAVHWNVLGGREEDGWSEKLSSTEIRRLLKSSASPTCTP 
QNPCV 

YGR284C, 1433 bp, CDS: 501-1433 (SEQ ID NO 121) 

AGAGAGCCATCCGTAACTCTGCTAAGGAAGCTGACTACTTTGGTGATGCTGACAAGGCCA 

CCACGATTGACGAACAAGTTGGTTTGATCGTTGACAGTTTGAATGACGAAGAGTTAGTGT 

CCACCGCCGATAAGATCAAGGCCAATGCTGCTGGTGCCAAGGAAGTTTTGAAGGAATCTG 

CAAAGACTATTGTCGATTCTGGCAAACTACCATCCAGCTTGTTGTCCTACTTCGTGTGAA 

TACCGTAAGAAATGGAATAGAATATATACGAATGTATACGAATATTATAGAGAACGTTCT 

CTTTTATTTCTATAATGAATAGGTTCGGGTAACGGTTCCCTTTTTAGGTATTTCTAGAAG 

ATGAGAGAAGAGGGAATAATGAGAAAGGCGAAAAATAAAGGACACCTTTAACGAAAGATC 

AAAGGTGTCCTTATTTACTTACAATAGCTGCAATTAGTACGACTCAAAAAAAGTGAAAAC 

AAAACTGAAAGGATAGATCAATGTCTTACAGAGGACCTATTGGAAATTTTGGCGGTATGC 

CAATGTCATCATCGCAAGGACCATACTCTGGCGGTGCACAATTCAGATCAAACCAGAACC 

AATCCACTTCTGGCATCTTAAAGCAATGGAAGCATTCTTTTGAAAAGTTTGCCTCCAGAA 

TTGAGGGGCTCACTGACAATGCAGTTGTTTATAAATTGAAGCCTTACATTCCAAGTTTGT 

CAAGATTTTTCATTGTGGCCACCTTTTATGAAGATTCGTTTAGGATCTTATCACAATGGT 

CAGATCAAATTTTTTATCTGAATAAGTGGAAGCATTACCCATACTTCTTTGTCGTTGTGT 

TTCTAGTGGTTGTTACCGTTTCCATGTTGATTGGCGCCAGTTTGTTAGTTTTAAGAAAGC 

AAACCAATTATGCCACCGGTGTGTTATGTGCTTGCGTTATTTCTCAAGCATTAGTTTATG 

GGTTGTTTACGGGTTCATCATTTGTCCTAAGAAACTTTAGTGTTATTGGTGGGTTGTTAA 

TTGCATTCAGCGATTCAATTGTTCAAAACAAGACAACATTCGGTATGCTTCCTGAATTAA 

ACAGCAAAAACGACAAAGCGAAGGGTTACCTGTTGTTTGCTGGTAGAATTTTAATTGTTT 

TAATGTTTATCGCTTTCACTTTCAGTAAATCATGGTTTACTGTTGTTTTGACCATTATCG 

GCACAATATGTTTCGCCATTGGTTACAAGACAAAATTCGCATCCATTATGTTGGGTTTGA 

TACTAACTTTTTACAATATCACGCTAAACAACTACTGGTTTTATAACAATACTAAGAGAG 

ATTTCTTGAAGTATGAGTTTTACCAGAACTTAAGCATCATTGGTGGGCTTCTATTAGTTA 

CTAATACTGGCGCTGGTGAATTATCCGTTGATGAAAAGAAGAAGATTTACTAG 

YGR284C, 310 aa (SEQ ID NO 122) 

MSYRGPIGNFGGMPMSSSQGPYSGGAQFRSNQNQSTSGILKQWKHSFEKFASRIEGLTDN 
AWYKLKPYIPSLSRFFIVATFYEDSFRILSQWSDQIFYLNKWKHYPYFFVWFLVWTV 
SMLIGASLLVLRKQTNYATGVLCACVISQALVYGLFTGSSFVLRNFSVIGGLLIAFSDSI 
VQNKTTFGMLPELNSKNDKAKGYLLFAGRILIVLMFIAFTFSKSWFTWLTIIGTICFAI 
GYKTKFAS IMLGLI LTFYNITLNNYWFYNNTKRDFLKYEF YQNLS I IGGLLLVTNTGAGE 
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LSVDEKKKIY 

YGR285C, 1802 bp, CDS: 501-1802 (SEQ ID NO 123) 

CATTTAGTTCTGATTACAGCAGAAATCGTAGCGCGATGAGACATTTCATCAAATGGCCTT 

TTTTTTTTGGGCAATTTTTTTATATCTTGAAATGATAGTTGCCTTGTACTTTCAACCGTT 

CATTTCATTAAGAACTTGACTAAATATGAACATTTCTTAAAAAAAAGGTTGACATATAAA 

AATAATCGAATATAAACGATGGAATTTTTATAAAATTAAACACATATATATATATATATT 

AACTATAAATATGTCAAAGAAACCATACAATCATAGATTTATAACTATCTTTTGGATGAC 

ATTAATGAACATAACGCTCCTAATACAAATGTCCAAAAAATATTACCCGCAAATACGAAT 

CTTTTTTTTTTCTCGATGAAATTTTGCAAAGAGTTCGAAATTTTTATTTCAAGAGCTGGT 

AGAGAAAATTTCATAAGGTTTTCCTACCGATGCTTTTATAAAATCTTCGTTTTGTCTCAC 

ATATACCAACAAGAGTAACGATGTTTTCTTTACCTACCCTAACCTCAGACATCACTGTTG 

AAGTCAACAGXTCCGCTACCAAAACCCCATTCGTCCGTCGTCCGGTCGAACCGGTrGGTA 

AGTTCTTTTTGCAACATGCTCAAAGAACTTTGAGAAACCACACCTGGTCTGAATTTGAAA 

GAATTGAAGCTGAAAAGAACGTCAAAACCGTTGAT6AATCCAATGTCGACCCAGATGAGT 

TGTTATTCGACACTGAATTGGCCGATGAAGATTTACTGACTCATGATGCTAGAGACTGGA 

AAACTGCCGATTTGTATGCTGCTATGGGTTTGTCTAAGTTGCGTTTCAGAGCTACTGAAA 

GTCAAATCATCAAGGCTCACAGAAAACAAGTTGTCAAGTACCATCCAGACAAGCAATCTG 

CTGCTGGTGGTAGTTTGGACCAAGATGGCTTTTTCAAGATTATTCAAAAGGCCTTTGAAA 

CTTTGACTGATTCCAACAAGAGAGCTCAGTACGACTCATGTGATTTTGTTGCCGATGTTC 

CTCCTCCAAAGAAGGGTACCGATTATGACTTTTATGAAGCTTGGGGCCCCGTTTTCGAAG 

CTGAAGCTCGTTTTTCTAAGAAGACTCCTATTCCTTCTCTAGGTAACAAAGATTCTTCCA 

AGAAGGAAGTTGAACAATTCTATGCTTTCTGGCACAGATTTGACTCCTGGAGAACCTTTG 

AGTTCTTGGACGAAGATGTCCCAGATGACTCTTCTAACAGAGACCACAAGCGTTACATTG 

AAAGAAAGAACAAGGCCGCAAGAGACAAGAAGAAGACTGCTGATAACGCTAGATTGGTCA 

AACTTGTTGAAAGAGCT6TCAGTGAAGATCCCCGTATCAAAATGTTCAAAGAAGAAGAGA 

AGAAGGAAAAGGAAAGAAGAAAATGGGAAAGAGAAGCCGGTGCCAGAGCTGAAGCTGAAG 

CTAAGGCCAAGGCCGAAGCTGAAGCGAAGGCTAAAGCTGAATCTGAAGCCAAGGCTAACG 

CCTCCGCAAAAGCTGACAAAAAGAAGGCTAAGGAAGCTGCTAAGGCCGCCAAGAAAAAGA 

ACAAGAGAGCCATCCGTAACTCTGCTAAGGAAGCTGACTACTTTGGTGATGCTGACAAGG 

CCACCACGATTGACGAACAAGTTGGTTTGATCGTTGACAGTTTGAATGACGAAGAGTTAG 

TGTCCACCGCCGATAAGATCAAGGCCAATGCTGCTGGTGCCAAGGAAGTTTTGAAGGAAT 

CTGCAAAGACTATTGTCGATTCTGGCAAACTACCATCCAGCTTGTTGTCCTACTTCGTGT 

GA 

YGR285C, 433 aa (SEQ ID NO 124) 

MFSLPTLTSDITVEVNSSATKTPFVRRPVEPVGKFFLQHAQRTLRNHTWSEFERIEAEKN 
VKTVDESNVDPDELLFDTELADEDLLTHDARDWKTADLYAAMGLSKLRFRATESQIIKAH 
RKQWKYHPDKQSAAGGSLDQDGFFKIIQKAFETLTDSNKRAQYDSCDFVADVPPPKKGT 
DYDFYEAWGPVFEAEARFSKKTPIPSLGNKDSSKKEVEQFYAFWHRFDSWRTFEFLDEDV 
PDDSSNRDHKRYIERKNKAARDKKKTADNARLVKLVERAVSEDPRIKMFKEEEKKEKERR 
KWEREAGARAEAEAKAKAEAEAKAKAESEAKANASAKADKKKAKEAAKAAKKIOJKRAIRN 
SAKEADYFGDADKATTIDEQVGLIVDSLNDEELVSTADKIKANAAGAKEVLKESAKTIVD 
SGKLPSSLLSYFV 

YHROlOW, 1472 bp, exonl : 501-531, intronl : 532-1092, exon2 : 
1093-1472 (SEQ ID NO 125) 

GACTCGGACGGAACCGTCTCATATTATACGTTCAGTGAATATTTTTCACGGAAGAATGGA 

AAGGGCCTCGAAAGACGTTAATGCATCCGTACACCTACATCTTTACATTTTTTGCTGTTG 
CACCTACACTGTTTTTTTTTTTTTCACCTTATGAGTCCTGTATTTCTTGAAAGAGCCGAT 
AACAATATTCCAGGTGGAGTCCCGAGGCAGAATCAAGGCTGCGGAGAGAAGTTCCTCTCA 
AACTAATGGGAGTGATCCGCTCAGTTCTCCCATCACGACAGAACTGTCTGAGACAAAGTC 
TTTCCAGCAGAGTCCGCCTACGCTCTTGCTGCAGAGATTCGCCCGAAGGCAGGTTTCCTG 
AAATTCTTTTCACTAGTAAAGTGTTCGTTCATGTAAAACATACTGCCGTAGTTTTGAGCT 
AAAATTAAAGATATATTAGATTTTTAGAATTTCTTAGATAGTCTCAACGTGTTAAAACAA 
AAGCATAACCAAAGAAAAAAATGGCTAAGTTCTTGAAAGCTGGTAAAGTTGGTACGTATC 
ATTTTCAGTTTTTGGACATCAACAAAAAACCGTGCAACTGTGGTATTAGAAATCCAAGTT 
ATTAGCAGTTGATGTTGTATAATTTGAGTTTGAATTCGAGTATTGTATCTTCATATGGGA 
GTAGGGAGGAAAAAGCGTGGAGATGTTAGATCTGGGAAAAAACCTTTAAATTTGAATGAT 
AGCTTATTAATAGAAATATTGGACAAAAAGATGAATGATTTAGGAGCGAAACTAACGATT 
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ATTCATATTCATTGAGCTATACGAGGCAGTGGAAGGGTTATCAAAAAGTTGTAATTTAAA 
AGAAAAAAGCATCAATAGCCACCAAATAAGATGGTGAAAGTTCCGCGATATATTTGCTAA 
GACCATAGGCACATGTACGCAGGCGACCAGGGCCTTTTATTTACTGTAGTTCTTTCCATG 
CCCTATTAAAAATTCGTGGGCCTATGATAATTTTTCTCTCCCTAGTATTGAAGAACAAAA 
TTGAGAATTCGCCAAACTTTAAGAAGGGTTCACATTTACTAACTATTTCTTTTCCTTCCT 
TTTTTTACACAGCTGTCGTTGTCCGTGGTCGTTACGCCGGTAAGAAGGTTGTTATCGTTA 
AACCACATGATGAAGGTTCCAAGTCTCACCCATTTGGTCACGCTTTGGTTGCCGGTATTG 
AAAGATACCCATTGAAGGTCACCAAGAAGCACGGTGCCAAGAAGGTTGCTAAGAGAACCA 
AGATCAAGCCTTTCATCAAGGTCGTCAACTACAACCATTTATTGCCAACCAGATACACTT 
TAGATGTTGAAGCTTTCAAATCCGTTGTTTCTACTGAAACTTTCGAACAACCTTCCCAAC 
GTGAAGAAGCTAAGAAAGTCGTCAAGAAGGCTTTCGAAGAAAGACACCAAGCTGGTAAGA 
ACCAATGGTTCTTCTCTAAGTTGAGATTTTAA 

YHROlOW, 136 aa (SEQ ID NO 126) 

MAKFLKAGKVAVWRGRYAGKKWIVKPHDEGSKSHPFGHALVAGIERYPLKVTKKHGAK 
KVAKRTKI KPF I KWNYNHLLPTRYTLDVEAFKS WSTETFEQPSQREEAKKWKKAFEE 

RHQAGKNQWFFSKLRF 

YHR021C. 1299 bp, exonl: 501-503, intronl: 504-1053, exon2 : 
1054-1299 (SEQ ID NO 127) 

TTACTTACGTCTATTATAACCTTCCGCGTAAAAAAGAAATATTGACATCCTTTCTTGTAT 
TTAGCCCATACATTTTCACCCATGCACCATTGGATTATAAAGAAAAAAATTTAATAAAAA 
TCTGCCGGGGAAATTTCAGAAGAAAAAAGGAAGGTGTGTTCGCATTTAACACGGGCCACC 
ATAAACTTTTGTTTGCCACCCATCTAGACGGGATCCGCCCCGCCCAAGGCTCTCTTCCTC 
TAGCTAGGCAATGTGGCTCTCGGAAAGGAAACTCCCACCAGGACGTGGTGGGAAATGCAG 
CAATTCCCCTCTGCTTCCCGCTGACCTTTCTTGGGCCCAGTTTAGTAAGTATGCTCTCAT 
CTTTCATGTGTGCTGTAACTTGCAAGTCATTAACACTATCTATAATTGATATTAGACGTT 
AAAAGTTCTATATAGCATTTGCTTTTATTTAGAGAATACGAAAACACACCAGATAATTAG 
TGCATATATATTAGATCAATATGGTATGTGAAAGAGATATTAAACATAAGATGTGAAGGA 
AACAGAAGAGAACAATATTTGAGGAATGAATTCGGATGAAATTCTAGTAGAAGAAAAAAG 
CCTAAAATAAAAAGAAAGAAAGGAAAATAAAGCAGTAATCAACCTCTGACATTTGATAGG 
AGTATGCGTTTCCGCAAAATCAACAAATCATGCATTAAACTGGTAACGGAGACTTTAAAG 
ACGTGCAAAGAAAGCAATTAATTTTTAGATAGGGAATTGAAAGGCTCTGTATAGCAGAAA 
ATTTGAGATCTACTGTGGAGATAAGCATATGGTGTTGAGTTATGGGTAATCTAACAATAA 
TAGAAACTTATAGCAGTTGAAGATGGCGGATCATGATGCCGGATACTGCTGGGTAATGAT 
TTATCCTTCTTTTTTTGGAGCACAAATGCTCACTTTTTCCTGTCTCCTCTAACTTTTCTG 
ATGTATCCTACCCAACCCTACAGTTTTCAAATTACTAACATCAATTTTTTTGTGAAACGA 
CTTTCGTTTTCGTTTCTATTTATTTCATTACAGGTTTTAGTTCAAGATTTGTTGCACCCA 
ACTGCTGCTTCTGAAGCCAGAAAGCACAAGTTAAAGACTTTGGTTCAAGGCCCAAGATCC 
TACTTCTTGGATGTCAAATGCCCAGGTTGTTTGAACATCACCACTGTTTTTTCTCATGCT 
CAAACTGCTGTCACTTGTGAATCATGCTCTACTGTCTTATGTACTCCAACCGGTGGTAAG 
GCCAAATTATCTGAAGGTACTTCTTTCAGAAGAAAGTAA 

YHR021C, 82 aa (SEQ ID NO 12 8) 

MVLVQDLLHPTAASEARKHKLKTLVQGPRSYFLDVKCPGCLNITTVFSHAQTAVTCESCS 
TVLCTPTGGKAKLSEGTSFRRK 

YHR141C, 1262 bp, exonl: 501-504, intronl: 505-945, exon2 : 

946-1262 (SEQ ID NO 129) 

TAAAACATGGCATTTTAAATAGTACTGCCAAAATTTAATGCAATGGCAATTAGTTGGCTA 
TGTTGCTACATATTATTTTCCATAGCATTCTCTGTCACAAACTTCAAAATAAAAGACAGT 
GACATCCGAACATCCGATACACCCATACATCATGAAAATAAATCCTGACATTGGAAGAAG 
TCTTGATACAAAAAAAGATCGCTGTCAAAAATGCGGCCAGACTGCCGCTGCATC6TACCA 
ACAGTGCGTATGTTCAGACGGAGAGACGACCTCTAGAGAGACGTCCGTCGGTGCGGCAAC 
GCTGACGGTTTAGTTGTTCGACGGGATGATGGGTTCCGCCAGGGGGAGGGAAGGCTTTCC 
ACCAAGAGAGGTAAAATTATTCGTCGAAATGAACTCAGAGATACATCCATATTGTTGACA 
ATGTATATCTTAATTGATGTGGTATTTTCACTGTTTTAACGTAAATTGAAGGAGATTAAG 
CAAAAAAACAATCAGTAATAATGGGTATGTGGACGATTAGGAATAGACAAACCATGTTAT 
TTATCTCCATTAGGGCGTGAGAGTGTAATTAGTACACAGGTACTACTAGAATGCTAAAGA 
ACTTTTTAAAATATCCTGAATCGTAGGGCAAATCCATGTCAAGCAAGAAACTAATAGTTA 
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TTAAACTTCATTTACTTTTGAGCTAGTTAAATATTTTCATCATTTCCTAAAGTACTGAAC 
ACCTGAATGATACTTTTATTGGCCCTTTTAATAAGAACTCTGGTTAGAAAATATATTGAG 
GATATCATTAGTAATACTCATTAGATATTTGTGAATT-TAGCCGTTTCCCCATTACAGAAA 
AAAGATACAACTAATTACATGTGCAGTCAAATTACTTTTTTTTTAAGATCAATTACTAAC 
AATCAACTATCATGCTAAATTTGCTGTGATATCATTTTGAACCAGTTAACGTCCCAAAGA 
CCAGAAAGACCTACTGTAAGGGTAAGACCTGTCGTAAGCACACTCAACACAAGGTTACTC 
AATACAAAGCTGGTAAGGCTTCCTTGTTCGCTCAAGGTAAGAGACGTTATGACCGTAAAC 
AATCTGGTTTCGGTGGTCAAACCAAGCCTGTTTTCCACAAGAAAGCTAAGACTACCAAGA 
AGGTTGTTTTGAGATTGGAATGTGTCAAATGTAAGACTAGAGCCCAATTAACCTTGAAGA 
GATGTAAGCACTTCGAATTGGGTGGTGAAAAGAAGCAAAAGGGTCAAGCTTTGCAATTCT 
GA 

YHR141C, 106 aa (SEQ ID NO 130) 

MVNVPKTRKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGFGGQTKPVFHK 
KAKTTKKWLRLECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF 

YHR217C, 962 bp, CDS: 501-962 (SEQ ID NO 131) 

CATCGCTTGATTTCCGGCCTGCAAAAATAAAGTAGTCGGTACGTACTTTCGTTTTCAATT 
TCCATGGTGCACAGTATCTTAACTATCTGCTTAGTCGAGGAGAACCAGGATTCTGTTCGT 
TGCTCAGCCGCTTCGTGGATATTCTCTTGGATACTTTAAACATGGACCTACGTTCCGCTC 
TCGAAAAGACCAATATAATAAAAAGTTATAAATTACATTTCCTTATTAGGTATACGACCT 
CGCGCTTCGAAGTAGAGGAGCCCTTTTTGGCGTACCTACATATGGCGCGTCAGACAGACA 
AACTTCCCCCAAAAATGTATTACCCCGCCGAATAAGAAAACAGACCCATTCACCCACGAC 
GTATCAAGTTACTTCCTTGGTGCAATGTCCCACTATAAAAAAATTCCTTGACGCTAGATC 
GTTGGACTAAAATCTGCGTCACAATCGCCTAAACAGGAAATATTGCCTATTTTCGTACAA 
GGTTACTTCCTAGATGCTATATGTCCCTACGGCCTTGTCTAACACCATCCAGCATGCAAT 
ACAGTGACATATATATACACACACCACACCCACACCCACACCCACACCCACACACACCCA 
CACACACACACCCACACACACCCACACCCACACCACACCCACACCCACACACACCACACC 
CACACACCACACCCACACCCACACCACACCACACCCACACACCACACACCACCCTATCTA 
ACCTGTCTCTTAACCTACCCTCACATTACCCTACCTCCCCACTCGTTACCCTGCCCCACT 
CAACCATACCACTCCCAACCACCATCCATCTCTCTACTTACTACTACCATCCACCGCCCA 
TCATAACCGTTACCCTCCAATTACCCATATCCAACTCCACTACCATTACCCTGCTATTAC 
CCTACCATCCACCATGTCCTACTCACTGTACTGTTGTTCTACCCTCCATATTGAAACGTT 
AA 

YHR217C, 153 aa (SEQ ID NO 132) 

MSLRPCLTPSSMQYSDIYIHTPHPHPHPHPHTPTHTHPHTPTPTPHPHPHTPHPHTTPTP 
TPHHTHTPHTTIiSNLSIJJLPSHYPTSPLVTLPHSTIPLPTTIHLSTYYYHPPPIITVTLQ 
LPISNSTTITLLLPYHPPCPTHCTWLPSILKR 

YIL112W, 3752 bp, CDS: 501-3752 (SEQ ID NO 133) 

TTCCATAGGGCTTATTTTCCAGTTGATGGAATGGGAGGTTGCTCTTAACGCGAAGACTAA 
CGTGCAAGCCAACAGTTATAGAAAAGTACCGTGAGAGAGAAAAAAAAAAAAGATATAGCA 
TTCAATGAGGCTTTATTGAGGGGCACGATGCTCTTTTTTTCTTCTGTACTTTATAAATAA 
TTCCGTATTTCTTCGCTTTGTTTCATGCTCTGTTCTGAGCTTTTAGTTTCTCTTATTGAG 
AGCCTTTTCCAAATCAAGGCTCAGGAAGTGACTCGTCCTTAGAAGAACAAGGTTTGGATT 
TGGTAGGGTTCTTGTACGAAGTTCTCAATATAATTTGCGCATTTACTGTACGGTTCATAC 
TAGTTTATTCCGGGTAACAAGTTTTCTTGTGATGCTAAATCAATGTGTATATTGAGAAAA 
CTATGTAGTAAGTTACACAAAGCAACAAAGGATATTATTATATGTGACAGAGAAGAATTG 
CTGTAGAGATTCATGACAATATGAATGAGACTACTACAAAACAGCCGCTAAAGAAAAGGT 
CCCTGAGCAGCTATCTTTCAAACGTGAGCACGAGACGGGAGGAGCTGGAAAAGATTTCTA 
AACAAGAAACATCCGAAGAGGAAGATACTGCCGGCAAGCATGAACAAAGGGAAACACTGT 
CGGAAGAAGTAAGTGATAAGTTTCCAGAAAATGTTGCATCGTTTCGCTCACAGACTACAA 
GCGTTCATCAAGCCACCCAAAATAACCTGAATGCAAAGGAATCCGAAGACCTGGCCCATA 
AGAATGATGCGAGTTCACACGAAGGAGAGGTTAATGGGGACAGCCGTCCGGACGATGTTC 
CTGAAACGAATGAAAAAATAAGCCAAGCAATACGAGCGAAAATTTCGTCATCATCATCAT 

cacccaatgtacgtaatgttgatatccaaaaccatcaacctttttcgagagaccaacttc 
gagcgatgttgaaagaaccaaaaaggaaaactgttgatgatttcatagaagaagagggtt 
tgggagctgttgaagaagaggatttaagtgatgaggtacttgaaaaaaatacaacagaac 
cagaaaatgtggaaaaagatatagagtatagcgactcagataaggacacagacgatgtgg 
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GAAGCGATGATCCCACGGCACCCAACTCACCAATAAAACTTGGTCGTCGCAAACTGGTTA 
GAGGTGACCAACTTGATGCAACAACAAGTTCCATGTTTAATAACGAATCAGATTCTGAAT 
TATCAGATATCGATGATAGCAAGAATATTGCTTTATCCAGTAGCCTATTTAGAGGCGGTT 
CTTCACCTGTGAAAGAGACAAACAACAACCTTTCAAATATGAATTCTTCACCAGCACAAA 
ATCCAAAAAGGGGTTCTGTCTCCAGGAGTAATGATAGTAACAAGAGTTCTCATATAGCTG 
TTTCCAAGCGCCCCAAACAGAAGAAGGGCATATATAGGGATTCTGGTGGTAGAACAAGAC 
TACAGATTGCCTGTGACAAGGGCAAATATGATGTAGTCAAAAAGATGATTGAAGAAGGAG 
GTTACGATATTAATGACCAAGACAATGCTGGTAATACAGCATTGCATGAAGCGGCGTTGC 
AAGGTCATATTGAGATTGTGGAACTGTTGATAGAAAATGGTGCAGATGTAAATATCAAGT 
CTATTGAAATGTTCGGCGATACTCCCTTGATCGATGCTTCCGCCAATGGACACTTGGATG 
TTGTCAAGTATCTTCTTAAAAACGGTGCGGACCCAACTATACGTAACGCTAAAGGGTTAA 
CTGCGTTTGAATCTGTCGATGATGAATCTGAATTTGATGATGAAGAAGACCAAAAGATTT 
TGCGTGAAATAAAAAAAAGGTTGAGTATAGCCGCTAAAAAATGGACTAACAGAGCAGGAA 
TTCATAATGACAAATCTAAAAATGGCAATAATGCTCACACAATAGATCAGCCACCTTTTG 
ATAATACCACAAAAGCCAAAAACGAAAAGGCCGCTGACTCACCTTCAATGGCTTCCAATA 
TTGATGAGAAAGCTCCGGAAGAGGAATTCTATTGGACAGATGTTACTTCTAGAGCGGGAA 
AAGAAAAACTGTTTAAAGCTTCGAAGGAGGGACATTTACCATACGTTGGTACGTATGTAG 
AAAATGGTGGTAAGATAGACTTAAGGTCATTTTTCGAAAGCGTTAAGTGTGGCCATGAAG 
ATATTACAAGTATCTTTTTGGCATTCGGATTTCCCGTAAATCAAACTTCAAGGGATAATA 
AAACATCCGCTTTAATGGTAGCTGTAGGTCGTGGCCATCTTGGAACTGTTAAACTGCTAT 
TAGAGGCAGGTGCAGATCCAACCAAAAGAGATAAAAAGGGTCGTACCGCTTTGTACTATG 
CCAAAAACAGCATAATGGGAATAACAAACAGTGAAGAAATTCAATTGATTGAAAATGCTA 
TAAATAACTATTTGAAGAAGCACTCTGAAGATAATAATGATGATGATGATGATGATGATA 
ATAATAATGAAACATATAAACATGAAAAAAAGAGAGAGAAAACGCAATCACCCATATTAG 
CAAGCCGAAGAAGTGCCACTCCTAGAATTGAAGACGAAGAGGACGATACGAGGATGCTCA 
ATCTGGCAGACGATGACTTTAATAACGATCGTGATGTCAAGGAATCTACAACTTCGGATT 
CGCGCAAGAGATTGGATGACAATGAAAATGTTGGTACTCAATACTCATTGGACTGGAAAA 
AACGTAAAACAAATGCCTTGCAAGATGAAGAAAAATTAAAAAGTATCTCACCACTCTCTA 
TGGAACCTCATTCTCCAAAGAAGGCTU^TCTGTAGAGATAAGTAAAATACATGAAGAAA 
CGGCTGCTGAAAGAGAAGCAAGACTCAAGGAAGAGGAAGAATACAGAAAGAAAAGATTAG 
AAAAGAAAAGAAAAAAAGAACAGGAACTACTACAAAAGCTGGCCGAAGATGAGAAAAAAA 
GGATCGAAGAACAGGAGAAGCAGAAAGTCTTAGAAATGGAAAGATTGGAAAAAGCTACTT 
TAGAGAAAGCAAGAAAAATGGAAAGGGAAAAAGAAATGGAAGAAATCTCTTATAGAAGGG 
CAGTAAGGGACTTATATCCGTTAGGACTGAAGATTATTAACTTCAACGATAAACTTGATT 
ACAAAAGATTTTTGCCGCTATATTATTTTGTAGACGAAAAAAACGATAAATTTGTGCTCG 
ACTTGCAAGTAATGATATTGTTGAAGGATATCGACTTGCTCTCAAAGGACAACCAACCAA 
CTTCTGAGAAGATTCCCGTCGATCCCTCGCACCTGACTCCATTGTGGAATATGTTGAAAT 
TCATTTTCCTGTATGGAGGTAGTTATGATGATAAAAAGAACAACATGGAAAATAAAAGAT 
ATGTTGTAAACTTTGATGGGGTTGATTTGGACACAAAGATTGGGTATGAGCTTTTGGAGT 
ACAAAAAATTTGTTAGTTTGCCCATGGCGTGGATTAAATGGGATAACGTTGTTATTGAAA 
ACCACGCAAAAAGAAAAGAAATTGAAGGAAATAfTGATTCAAATATCAATAAACGAATTTG 
CACGATGGAGAAACGATAAGCTGAACAAAGCGCAGCAGCCGACGCGCAAACAGCGTTCTC 
TAAAAATACCTCGAGAGTTACCGGTTAAATTTCAACACCGTATGAGCATATCCTCCGTCC 
TCCAGCAGACATCCAAAGAACCATTTTGGTAA 

YIL112W, 1083 aa (SEQ ID NO 134) 

MNETTTKQPLKKRSLSSYLSNVSTRREELEKISKQETSEEEDTAGKHEQRETLSEEVSDK 
FPEWASFRSQTTSVHQATQimLNAKESEDLAHKNDASSHEGEVNGDSRPDDVPETNEKI 

SQAIRAKISSSSSSPNVRNVDIQNHQPFSRDQLRAMLKEPKRKTVDDFIEEEGLGAVEEE 
DLSDEVLEKNTTEPENVEKDIEYSDSDKDTDDVGSDDPTAPNSPIKLGRRKLVRGDQLDA 
TTSSMFNNESDSELSDIDDSKNIALSSSLFRGGSSPVKETNNNLSNMNSSPAQNPKRGSV 
SRSNDSNKSSHIAVSKRPKQKKGIYRDSGGRTRLQIACDKGKYDWKKMIEEGGYDINDQ 
DNAGNTALHEAALQGHIEIVELLIENGADVNIKSIEMFGDTPLIDASANGHLDWKYLLK 
NGADPTIRNAKGLTAFESVDDESEFDDEEDQKILREIKKRLSIAAKKWTNRAGIHNDKSK 
NGNNAHTIDQPPFDNTTKAKNEKAADSPSMASNIDEKAPEEEFYWTDVTSRAGKEKLFKA 
SKEGHLPYVGTYVENGGKIDLRSFFESVKCGHEDITSIFLAFGFPVNQTSRDNKTSALMV 
AVGRGHLGTVKLLLEAGADPTKRDKKGRTALYYAKNSIMGITNSEEIQLIENAINNYLKK 
HSEDNNDDDDDDDNNNETYKHEKKREKTQSPILASRRSATPRIEDEEDDTRMLNLADDDF 
NNDRDVKESTTSDSRKRLDDNENVGTQYSLDWKKRKTNALQDEEKLKSISPLSMEPHSPK 
KAKSVEISKIHEETAAEREARLKEEEEYRKKRLEKKRKKEQELLQKLAEDEKKRIEEQEK 
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QKVLEMERLEKATLEKARKMEREKEMEEISYRRAVRDLYPLGLKIINFNDKLDYKRFLPL 
YYFVDEKNDKFVLDLQVMILLKDIDLLSKDNQPTSEKIPVDPSHLTPLWNMLKFIFLYGG 
SYDDKKNIMENKRYVVNFDGVDLDTKIGYELLEYKKFVSLPMAWIKWDNWIEIS^^ 
lEGNMIQISINEFARWI^KLNKAQQPTRKQRSLKIPRELPVKFQHRMSISSVLQQTSKE 

PFW 

YIL115C, 4883 bp, CDS: 501-4883 (SEQ ID NO 135) 

TTTCAATGCGCTACAACTGACTGAACCAGTCCACAAATTTGGCTGGTCTCTATCGTTCTC 

GCCCTGAGAGATTTTATTTTCTTATAAATTTTACTAAATAAGGATTTGTACTTTTGATAG 

AGTTTTTTTTTTTTCTGACGTTTGTTTAGTTAATATTATATAATAGTATTTAGGAAACTA 

GGTGGGAGGGGACATCGCAACTTTTATCGTGACCTACGACCAGTGTTTTTTCAATTGTTT 

GATCAAAAGAGAAAAAAAGACAAAGGACCGAAGGATAGTTGCACGCATAAACTGGAGAAA 

AAATTGTGTTTGACATCGGCGTTTAGGCTTGTTTGTTCTGTCACACATACGCTGCTTCAC 

ACCAATTCATATTTCTCAGGTTAATTTGTCTCCTCTCCAACTTCAATAACGATTTTGCGT 

GAAGGTTTAATTTCATTATTGCAATTTTAGCAGAGAAACGCACATAAATATATATATATT 

GATTACAGAACCATTATAACATGTCTTCTTTGAAGGATGAAGTACCCACTGAGACTTCCG 

AAGACTTCGGTTTTAAGTTTTTAGGTCAAAAACAAATTCTACCTTCCTTCAATGAAAAAC 

TGCCATTTGCATCTCTACAAAATCTCGATATTTCAAACAGTAAGTCTTTATTCGTTGCTG 

CCTCTGGTAGTAAGGCGGTGGTCGGCGAATTACAATTACTGAGAGATCATATCACCTCCG 

ACTCTACTCCGTTAACGTTCAAGTGGGAGAAAGAAATCCCAGATGTAATATTTGTGTGCT 

TTCATGGTGATCAGGTTTTGGTTTCAACCAGAAATGCATTATATTCGTTAGACTTGGAGG 

AATTGAGTGAATTTCGAACGGTCACTTCTTTTGAGAAGCCAGTTTTCCAATTGAAGAACG 

TTAATAACACTTTAGTAATTTTAAATTCAGTCAATGATTTATCAGCACTGGATTTAAGAA 

CAAAATCGACTAAGCAACTGGCACAAAACGTTACCTCTTTTGATGTCACAAATTCGCAGT 

TAGCAGTTCTACTAAAAGATAGAAGTTTTCAAAGTTTTGCATGGCGAAATGGCGAAATGG 

AAAAACAATTTGAGTTCTCTCTACCGTCAGAATTAGAAGAGCTTCCAGTAGAAGAATATT 

CCCCTTTGAGTGTTACCATTCTCTCTCCACAGGATTTTTTGGCGGTTTTCGGTAATGTTA 

TATCAGAGACCGATGACGAAGTTTCATACGATCAAAAAATGTACATTATAAAGCACATAG 

ACGGCAGCGCCTCATTTCAAGAAACTTTTGATATTACACCTCCATTCGGGCAAATAGTAA 

GGTTCCCATATATGTACAAAGTTACCTTGTCTGGTTTAATTGAACCTGATGCAAACGTAA 

ATGTGCTAGCATCATCATGTTCAAGTGAAGTAAGTATATGGGACTCGAAACAAGTTATTG 

AACCTTCCCAGGATTCTGAACGAGCAGTATTGCCCATCAGTGAGGAAACAGATAAGGACA 

CAAATCCAATAGGTGTGGCAGTTGACGTCGTTACTTCAGGCACTATTCTAGAACCTTGTT 

CCGGTGTTGATACGATAGAGCGATTGCCGCTCGTTTACATATTGAATAACGAAGGTAGCT 

TACAGATAGTCGGGTTGTTTCATGTGGCAGCAATCAAAA6CGGCCATTATAGCATAAATC 

TGGAATCTTTAGAACATGAGAAATCTCTCTCTCCTACATCAGAAAAAATTCCTATTGCTG 

GACAGGAGCAGGAAGAAAAAAAGAAAAATAATGAATCAAGTAAGGCTTTATCAGAGAATC 

CTTTCACATCAGCAAATACATCAGGCTTCACTTTTCTTAAAACACAACCAGCCGCTGCCA 

ATAGCCTGCAGTCTCAAAGTTCTTCAACCTTTGGTGCTCCCTCATTTGGATCATCCGCAT 

TTAAAATTGACTTGCCATCAGTCTCATCTACCAGTACTGGTGTAGCGTCCAGTGAACAAG 

ACGCAACAGATCCTGCTTCTGCTAAGCCAGTATTCGGCAAACCCGCGTTCGGAGCTATTG 

CCAAAGAACCGTCAACATCAGAATATGCCTTTGGCAAGCCATCTTTTGGTGCTCCCTCCT 

TTGGCTCTGGAAAGTCATCTGTTGAATCGCCTGCCTCCGGATCTGCCTTTGGTAAGCCCT 

CTTTTGGTACTCCTTCCTTTGGCTCTGGAAATTCATCTGTTGAGCCGCCTGCCTCCGGAT 

CTGCATTTGGTAAGCCCTCTTTTGGTACTCCTTCCTTTGGCTCTGGAAATTCATCTGCTG 

AGCCGCCTGCTTCCGGATCTGCCTTTGGTAAGCCCTCTTTTGGTACATCTGCATTCGGAA 

CTGCATCAAGTAACGAAACTAACTCTGGATCCATATTTGGAAAGGCTGCATTTGGTTCAT 

CATCTTTTGCACCCGCCAACAATGAACTTTTCGGATCAAACTTTACTATTTCAAAACCTA 

CAGTTGACAGCCCAAAGGAGGTAGATTCAACGTCACCTTTCCCATCTTCTGGCGATCAAA 

GTGAAGATGAGTCTAAGAGTGATGTAGACTCTTCTTCGACACCTTTTGGTACGAAACCTA 

ACACCTCTACGAAACCAAAGACCAATGCCTTTGATTTTGGGAGTTCTTCCTTTGGATCTG 

GATTTTCAAAGGCTCTGGAATCTGTTGGTTCCGATACAACTTTTAAATTCGGTACTCAGG 

CTTCACCTTTCTCTTCACAGTTAGGAAACAAATCACCATTCAGTTCCTTCACAAAAGATG 

ATACTGAAAATGGATCTTTAAGTAAGGGCTCTACCAGTGAAATCAATGACGATAATGAAG 

AACACGAAAGCAATGGTCCCAACGTAAGCGGTAATGATTTGACAGATTCTACGGTTGAGC 

AAACATCTTCTACTAGATTACCGGAAACTCCCTCGGATGAAGATGGTGAAGTTGTCGAGG 

AGGAAGCGCAAAAATCCCCCATAGGCAAGCTAACTGAAACTATAAAAAAAAGTGCCAATA 

TTGACATGGCTGGTTTAAAAAATCCTGTATTTGGAAATCATGTCAAAGCAAAATCCGAAT 

CGCCGTTTTCAGCATTTGCAACAAATATTACCAAACCAAGCTCTACAACACCTGCTTTTT 

CGTTTGGTAACTCCACAATGAATAAAAGTAATACATCTACGGTTTCACCAATGGAAGAAG 
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CTGATACTAAAGAAACTAGTGAAAAGGGCCCCATAACCTTGAAGAGTGTGGAGAATCCGT 
TTCTACCAGCGAAAGAAGAAAGAACTGGAGAAAGTTCTAAAAAGGATCATAACGATGACC 
CAAAAGATGGTTATGTATCAGGAAGTGAAATATCTGTAAGGACTTCTGAAAGTGCTTTTG 
ATACCACAGCAAACGAAGAAATTCCAAAGTCACAGGACGTGAACAATCATGAAAAAAGCG 
AAACAGACCCT^AAATATAGTCAACATGCTGTGGTTGATCACGATAACAAGTCTAAAGAAA 
TGAATGAAACTTCGAAGAATAATGAAAGGAGCGGTCAACCAAATCATGGTGTCCAAGGAG 
ATGGAATAGCATTGAAAAAAGACAATGAAAAAGAGAATTTTGATTCAAATATGGCAATAA 
AGCAATTCGAAGACCACCAATCTTCAGAAGAGGACGCGAGCGAAAAAGACAGTAGACAAA 
GCAGTGAAGTTAAAGAATCAGATGATAACATGTCACTCAACAGTGACCGGGATGAAAGTA 
TATCTGAGTCCTACGATAAACTGGAAGATATTAATACTGATGAGCTACCTCATGGTGGAG 
AAGCTTTTAAAGCACGTGAAGTGAGCGCTTCCGCTGATTTTGATGTACAAACTTCATTAG 
AAGACAATTATGCTGAATCTGGCATACAGACAGACCTTTCAGAAAGTTCCAAGGAAAATG 
AAGTTCAAACGGATGCCATACCCGTGAAACACAACAGTACACAAACTGTTAAGAAGGAAG 
CAGTCGACAATGGTCTGCAAACTGAGCCTGTTGAAACATGTAATTTTTCTGTTCAAACAT 
TTGAAGGTGACGAAAATTATTTAGCAGAGCAATGCAAACCAAAGCAATTGAAAGAATATT 
ACACAAGTGCAAAAGTATCAAATATTCCTTTCGTTTCACAAAATTCTACGTTAAGGTTGA 
TTGAGAGTACATTTCAGACGGTCGAAGCTGAGTTTACTGTTCTGATGGAAAACATCCGGA 
ATATGGATACTTTTTTTACTGATCAATCGAGCATCCCTTTGGTGAAGCGTACAGTGCGGT 
CTATCAATAATCTGTATACTTGGAGAATACCAGAGGCTGAAATTCTATTAAATATTCAGA 
ATAATATCAAGTGTGAACAAATGCAAATAACAAATGCTAACATTCAAGACCTGAAGGAAA 
AAGTTACAGATTATGTCAGGAAAGATATTGCACAAATAACTGAAGATGTAGCCAATGCAA 
AAGAGGAGTATCTGTTTTTAATGCATTTTGATGATGCTTCGAGTGGATACGTTAAAGATC 
TCAGCACGCATCAATTTAGAATGCAAAAGACATTACGTCAAAAGCTATTCGATGTGTCCG 
CCAAAATTAATCATACTGAAGAGTTGCTGAACATTTTAAAATTGTTCACTGTAAAGAATA 
AGAGATTGGACGATAATCCATTAGTGGCAAAACTAGCTAAAGAATCTCTTGCACGTGACG 
GTTTACTAAAAGAAATCAAATTATTGCGTGAGCAAGTGAGTAGGTTACAATTGGAGGAGA 
AAGGTAAAAAGGCTTCGTCGTTCGATGCATCCTCTTCAATAACAAAGGACATGAAAGGAT 
TTAAAGTAGTAGAAGTTGGGTT6GCCATGAATACGAAAAAGCAAATTGGTGATTTCTTCA 
AAAATTTGAACATGGCAAAATAG 

YIL115C, 1460 aa (SEQ ID NO 136) 

MSSLKDEVPTETSEDFGFKFLGQKQILPSFNEKLPFASLQNLDISNSKSLFVAASGSKAV 

VGELQLLRDHITSDSTPLTFKWEKEIPDVIFVCFHGDQVLVSTRNALYSLDLEELSEFRT 

VTSFEKPVFQLIOmnsrrLVILNSVNDLSALDLRTKSTKQLAQim'SFDVTNSQIiA^^ 

RSFQSFAWRN6EMEKQFEFSLPSELEELPVEEYSPLSVTILSPQDFLAVFGNVISETDDE 

VSYDQKMYIIKHIDGSASFQETFDITPPFGQIVRFPYMYKVTLSGLIEPDANVNVLASSC 

SSEVSIWDSKQVIEPSQDSERAVLPISEETDKDTNPIGVAVDWTSGTILEPCSGVDTIE 

RLPLVYILNNEGSLQIVGLFHVAAIKSGHYSINLESLEHEKSLSPTSEKIPIAGQEQEEK 

KKNNESSKALSENPFTSANTSGFTFLKTQPAAANSLQSQSSSTFGAPSFGSSAFKIDLPS 

VSSTSTGVASSEQDATDPASAKPVFGKPAFGAIAKEPSTSEYAFGKPSFGAPSFGSGKSS 

VESPASGSAFGKPSF6TPSFGS6NSSVEPPASGSAFGKPSFGTPSFGSGNSSAEPPASGS 

AFGKPSFGTSAFGTASSNETNSGSIFGKAAFGSSSFAPANNELFGSNFTISKPTVDSPKE 

VDSTSPFPSSGDQSEDESKSDVDSSSTPFGTKPNTSTKPKTNAFDFGSSSFGSGFSKALE 

SVGSDTTFKFGTQASPFSSQLGNKSPFSSFTKDDTENGSLSKGSTSEINDDNEEHESNGP 

NVSGNDLTDSTVEQTSSTRLPETPSDEDGEWEEEAQKSPIGKLTETIKKSANIDMAGLK 

NPVFGNHVKAKSESPFSAFATNITKPSSTTPAFSFGNSTMNKSNTSTVSPMEEADTKETS 

EKGPITLKSVENPFLPAKEERTGESSKKDHNDDPKDGYVSGSEISVRTSESAFDTTANEE 

IPKSQDVraraEKSETDPKYSQHAVVDHDNKSKEMNETSKKNERSGQPNHGVQGDGIALKK 

DNEKENFDSNMAIKQFEDHQSSEEDASEKDSRQSSEVKESDDNMSLNSDRDESISESYDK 

LEDINTDELPHGGEAFKAREVSASADFDVQTSLEDNYAESGIQTDLSESSKENEVQTDAI 

PVKHNSTQTVKKEAVDNGLQTEPVETCNFSVQTFEGDENYLAEQCKPKQLKEYYTSAKVS 

NIPFVSQNSTLRLIESTFQTVEAEFTVLMENIRNMDTFFTDQSSIPLVKRTVRSINNLYT 

WRI PEAEI LLNIQNNIKCEQMQITNANIQDLKEKVTDYVRKDI AQITEDVANAKEEYLFL 

MHFDDASSGYVKDLSTHQFRMQKTLRQKLFDVSAKINHTEELLNILKLFTVKNKRLDDNP 

LVAKLAKESLARDGLLKEIKLLREQVSRLQLEEKGKKASSFDASSSITKDMKGFKWEVG 

LAMNTKKQIGDFFKNLNMAK 

YIL148W, 1321 bp, exonl : 501-508, intronl: 509-942, exon2 : 
943-1321 (SEQ ID NO 137) 

TCGATCAACTCTATCCAACAATTCTATAATATCCACTGTTCATTAACGAATATTGGTCTT 
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TTTCCCTTATGGTGAAGTAAATTTTCCATGCAATATCCGGGTAAGCTATCGACAAGTTTA 
TTGACTGCAATTTGAGTTTATTACATCCGTACATTACTAAGATGTATGGTTTTTCTATTT 
TTGTGCTCCGTGTCGATATTTCGTGGAGCAAACCAGAAAAGATGCGGAACCTCTTAGCAC 
TCCGCCTGGAGATAGGCGGAGCATATTCCTCCTATGGGATGGGTTTTGTTGTACTCTTTT 
CTCTCTAGACAGGACCTCCGATTGCCTCCCTGAGGGTGAGATGGTTTCCGGCCTCAGGAC 
GGCCTTCTCCAGTTTCTAGCGAGGCATACATTCCAACCAAAGGTGTATCAAGAATATCTG 
AAATTAAAGGTAGTTGAATCTCTATTTGTTGTTGTTATTACCGCTTATTATCCCATAGTT 
GAGACGACCAAGATTCAAACATGCAAATGTATGCACCATATCCATTCTAAACATAGTTTT 
TCGAACGTTCAGAGCTTAAAGGGACAATTATTTTAGAAACTGAATTTTTACCCAGTGGAA 
TAACATCGTATCTGTAAAGTCTACAAAATTTTTTATCCATCAAAAATTAAAACAAAGAAA 
ACTGCCAAACTGAATATGAGGAACTTTCCTCTCTAGGAATGACTTAGTGAATGTACAGTG 
ACTTGTGGAAAATATGATTAGATTTTGAGCGGGTGATGCGACTTAACAGTCTCATTGCCT 
AAGAAATATCCAAATTTGTGGTTCATGCTCTCCCCCAAGATATGACGATGAGAGCTCGTT 
TAAAATTTTGTCTTCTTCCGAACAGTTATGAAAAAACTATTACGT6TTTTTATGATATCC 
TTACTAACTTGTCATTTTTTTATAAAATTATTTTTTTAACAGTTTTGTCAAGACTTTGAC 
TGGTAAGACCATCACTTTGGAAGTTGAATCTTCTGACACTATTGACAATGTCAAGTCAAA 
GATTCAAGACAAGGAAGGTATCCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCA 
ATTGGAAGACGGTAGAACCTTGTCTGACTACAACATTCAAAAAGAATCCACTTTGCACTT 
AGTCTTGAGATTGAGAGGTGGTATCATTGAACCATCTTTGAAAGCTTTGGCTTCCAAGTA 
CAACTGTGACAAATCTGTTTGCCGTAAGTGTTATGCTAGATTGCCACCAAGAGCTACCAA 
CTGTAGAAAGAGAAAGTGTGGTCACACCAACCAATTGCGTCCAAAGAAGAAGTTAAAATG 
A 

yiL148W, 128 aa (SEQ ID NO 138) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGIIEPSLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQ 
LRPKKKLK 

YIL150C, 2216 bp, CDS: 501-2216 (SEQ ID NO 139) 

AATATTCAACCTGAAGTTGCAGTCAAAGCGGCGATTAACTTTTCCAACGTAACCGATCTA 

ACTAACAATAGCACCGATGGAGCAAAAATAACAGAAATTGGAAGTACATCTAAACGGCCA 

ATTGAGAGCGGTACATCTTCTGATCCAGACACCAAAAAGGTTAAAGAGAGTCCAGCAAAT 

GATCAAGCTTCCAACGAGTGATGTAATATTAAACAATGTAATTATATAAATATGAAACAT 

CTACATATTTTAAATGTCACTAATGTCATTACAGAGGACATAAAGTGATTTATGACACAT 

CCGTACTAGTAGTTAAGTATGAACAAATTTTGGGTTTATTTGCCATTTTTTTTCACGCGG 

GTTTCTTGGATGCGCAAACCCACCTTTTCTAACACCACTAAGAAATATCAACTTTATAGG 

CCATCGAAGATAAAGGAACGTAAGTTTGTCAATTCAACCTCACATTTTCAACGCACATTA 

AGCACTTGGTTCGTGGAGAAATGAATGATCCTCGTGAAATTTTAGCGGTTGATCCGTACA 

ATAATATl'ACTTCTGATGAAGAGGATGAGCAAGCCATCGCGAGAGAACTTGAATTTATGG 

AACGAAAGAGGCAGGCCTTAGTGGAACGATTAAAAAGAAAGCAAGAATTTAAGAAACCCC 

AGGATCCTAATTTTGAAGCCATCGAGGTACCTCAATCTCCTACCAAAAACCGT6TGAAAG 

TGGGGTCTCATAATGCTACACAACAAGGCACAAAATTCGAAGGTTCGAATATTAATGAAG 

TAAGGTTATCTCAATTACAGCAGCAACCAAAACCACCAGCTAGTACAACCACATACTTTA 

TGGAGAAATTTCAAAACGCAAAGAAGAACGAAGATAAACAAATTGCCAAGTTTGAAAGCA 

TGATGAATGCAAGAGTACATACGTTCAGTACCGATGAGAAGAAATATGTGCCGATAATCA 

CAAACGAATTAGAAAGCTTTTCAAATCTTTGGGTTAAAAAGAGGTACATACCTGAAGATG 

ACTTAAAACGGGCTTTGCATGAGATCAAAATCCTTCGGTTGGGCAAACTTTTTGCTAAAA 

TTCGCCCACCTAAATTTCAAGAGCCTGAATACGCCAACTGGGCCACCGTAGGCCTCATTA 

GCCACAAATCGGACATCAAATTTACATCATCTGAAAAGCCAGTCAAATTCTTCATGTTCA 

CCATAACGGACTTTCAGCATACACTAGATGTTTATATCTTCGGGAAAAAGGGTGTAGAAA 

GATATTATAATCTTCGCCTGGGTGATGTGATAGCAATATTAAACCCAGAAGTACTACCAT 

GGAGACCCTCAGGGCGAGGAAATTTTATCAAATCCTTCAACCTTCGAATTAGTCATGACT 

TCAAATGTATCCTGGAGATAGGTTCAAGTAGAGATTTAGGTTGGTGTCCCATAGTGAATA 

AAAAGACTCACAAAAAATGTGGCTCTCCCATTAACATATCTCTTCATAAGTGTTGCGATT 

ACCATAGAGAAGTGCAATTTCGTGGAACAAGTGCTAAAAGAATTGAATTAAATGGTGGGT 

ACGCCTTGGGCGCGCCTACGAAAGTGGACTCTCAACCAAGCCTATATAAGGCCAAAGGGG 

AAAACGGGTTTAATATAATCAAAGGTACTCGTAAGCGCCTGTCAGAAGAGGAGGAAAGAC 

TTAAAAAGAGCTCTCACAATTTTACGAATAGTAATTCTGCCAAAGCATTTTTCGACGAGA 

AATTTCAGAATCCAGATATGCTGGCAAACTTAGACAATAAAAGAAGGAAAATAATAGAAA 

CTAAGAAATCGACAGCACTGAGCCGCGAACTAGGCAAAATTATGAGAAGGAGGGAATCCA 
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GCGGATTAGAAGATAAGAGCGTCGGAGAGCGACAGAAAATGAAACGAACCACAGAAAGTG 
CCCTCCAGACAGGGCTTATCCAACGCCTAGGATTCGATCCCACTCATGGAAAAATTTCCC 
AAGTACTCAAGTCTTCTGTATCAGGGAGCGAACCTAAGAACAACTTACTCGGTAAAAAAA 
AAACTGTTATAAACGATCTCTTGCATTACAAGAAGGAAAAAGTCATTCTCGCACCTTCAA 
AGAACGAATGGTTCAAGAAAAGAAGCCATCGCGAAGAAGTTTGGCAAAAACATTTCGGAT 
CCAAGGAAACTAAAGAAACTTCTGACGGTAGTGCCAGCGATCTTGAGATAATATAA 

YIL150C, 571 aa (SEQ ID NO 140) 

MNDPREILAVDPYKNITSDEEDEQAIARELEFMERKRQALVERLKRKQEFKKPQDPNFEA 
lEVPQSPTKNRVKVGSHNATQQGTKFEGSNINEVRLSQLQQQPKPPASTTTYFMEKFQNA 
KKNEDKQIAKFESMIINARVHTFSTDEKKYVPIITNELESFSNLWVKKRYIPEDDLKRALH 
EIKILRLGKLFAKIRPPKFQEPEYANWATVGLISHKSDIKFTSSEKPVKFFMFTITDFQH 
TLDVYIFGKKGVERYYNLRLGDVIAILNPEVLPWRPSGRGNFIKSFNLRISHDFKCILEI 
GSSRDLGWCPIVNKKTHKKC6SPINISLHKCCDYHREVQFRGTSAKRIELNGGYALGAPT 
KVDSQPSLYKAKGENGFNIIKGTRKRLSEEEERLKKSSHNFTNSNSAKAFFDEKFQNPDM 
LANLDNKRRKIIETKKSTALSRELGKIMRRRESSGLEDKSVGERQKMKRTTESALQTGLI 
QRLGFDPTHGKISQVLKSSVSGSEPKNNLLGKKKTVINDLLHYKKEKVILAPSKNEWFKK 
RSHREEVWQKHFGSKETKETSDGSASDLEII 

YIL167W, 1133 bp, CDS: 501-1133 (SEQ ID NO 141) 

GACATTTTGAAAAAATTACATTTATAGAAGTTTATTATAACGTAACAGTTAACAACAAAG 
GCTCATAGTCCGAGATCAATATAATAAATTATTCAAGGTTTAAGGAAGAAGTTACCATGG 
AAATGACTTACTATGAAAAGACACCTTTGATTCGTCAATTTTTGAACAATGGTAAGACAA 
ATTCGTGGTTTTACGTTAAGCATGAGATGTTACAACCAGGTGGAAGTTTCAAATCGAGAG 
GAATCGGGCATTTGATAAGGAAGAGTAATGAAGAAGCGCTAAGCGAGGGTTCTGGGAAGC 
TTGCTGTATTTTCTAGCTCTGG6GGAAATGCTGGTTTAGCAGCAGCAACTGCCTGCAGAT 
CGATGGCACTTAATTGCAGTGTAGTGGTTCCTAAAACTACAAAACCTAGAATGGTAAAGA 
AAATTCAAAGTGCAGGAGCCAAAGTCATTATCCATGGTGATCATTGGGGGGAAGCAGATG 
AATACTTGAGGCACGAATGAATGGCGCAAGAAAGCCAACATGGTTCGAAGACACTATATG 
TGCACCCGTTTGATAACGAGACAATTTGGGAAGGTCATTCTACGATTGTGGATGAAATCA 
TAGAACAATTGAAGGAAAATGATATATCCTTACCTAGGGTGAAAGCTTTGGTTTGTAGTG 
TTGGTGGTGGTGGGCTATTTAGTGGCATAATTAAAGGCCTAGATAGGAATCAGCTTGCTG 
AAAAAATTCC6GTCGTTGCTGTAGAAACTGCCGGTTGTGACGTATTGAATAAGTCTCTCA 
AAAAAGGTAGTCCAGTTACTCTTGAAAAATTGACAAGTGTTGCAACTTCTTTGGCCTCCC 
CATACATAGCATCATTCGCGTTTGAGAGTTTTAACAAGTATGGATGTAAGTCTGTAGTTT 
TATCAGATCAAGACGTTCTGGCAACATGCTTGAGATATGCCGATGACTACAATTTTATAG 
TGGAACCAGCCTGTGGAGCATCCTTACATTTATGTTATCATCCAGAGATTCTTGAAGACA 
TTCTGGAACAAAAAATATATGAGGATGATATCGTTATTATAATCGCATGCGGTGGATCAT 
GTATGACGTATGAAGACTTGGTGAAAGCGTCGAGCACATTAAACGTATCATAA 

YIL167W, 210 aa (SEQ ID NO 142) 

MAQESQHGSKTLYVHPFDNETIWEGHSTIVDEIIEQLKENDISLPRVKALVCSVGGGGLF 
SGIIKGLDRNQLAEKIPWAVETAGCDVLNKSLKKGSPVTLEKLTSVATSLASPYIASFA 
FESFNKYGCKSWLSDQDVLATCLRYADDYNFIVEPACGASLHLCYHPEILEDILEQKIY 
EDDIVIIIACGGS CMT YEDLVKAS STLNVS 

YJL034W, 2549 bp, CDS: 501-2549 (SEQ ID NO 143) 
CCATGAACTCAGCATGTGCTACTCCAGTTAATGACTTGTTCGTATCGTTCATGCCATAAG 

CCATCACCTGGCCAGTTGGCGTATGTACAAAGATGCAAGCTACCGGTGTCTCATCGTGGT 
CAAGAGCGTATCTAGCCAAACGGACAGCTGTCCTCATATGTTTAATATGCTGCATAGTGT 
GAGTCCTCTAGTTTTTACCGCAGCCACCAGCCGCTTCTCGAGCAAAGTGTAGATCCCATT 
AGGACTCATCATTCATCTAATTTTGCTATGTTAGCTGCAACTTTCTATTTTAATAGAACC 
TTCTGGAAATTTCACCCGGCGCGGCACCCGAGGAACTGGACAGCGTGTCGAAAAAGTTGC 
TTTTTTATATAAAGGACACGAAAAGGGTTCTCTGGAAGATATAAATATGGCTATGTAATT 
CTAAAGATTAACGTGTTACTGTTTTACTTTTTTAAAGTCCCCAAGAGTAGTCTCAAGGGA 
AAAAGCGTATCAAACATACCATGTTTTTCAACAGACTAAGCGCTGGCAAGCTGCTGGTAC 
CACTCTCCGTGGTCCTGTACGCCCTTTTCGTGGTAATATTACCTTTACAGAATTCTTTCC 
ACTCCTCCAATGTTTTAGTTAGAGGTGCCGATGATGTAGAAAACTACGGAACTGTTATCG 
GTATTGACTTAGGTACTACTTATTCCTGTGTTGCTGTGATGAAAAATGGTAAGACTGAAA 
TTCTTGCTAATGAGCAAGGTAACAGAATCACCCCATCTTACGTGGCATTCACCGATGATG 
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AAAGATTGATTGGTGATGCTGCAAAGAACCAAGTTGCTGCCAATCCTCAAAACACCATCT 
TCGACATTAAGAGATTGATCGGTTTGAAATATAACGACAGATCTGTTCAGAAGGATATCA 
AGCACTTGCCATTTAATGTGGTTAATAAAGATGGGAAGCCCGCTGTAGAAGTAAGTGTCA 
AAGGAGAAAAGAAGGTTTTTACTCCAGAAGAAATTTCTGGTATGATCTTGGGTAAGATGA 
AACAAATTGCCGAAGATTATTTAGGCACTAAGGTTACCCATGCTGTCGTTACTGTTCCTG 
CTTATTTCAATGACGCGCAAAGACAAGCCACCAAGGATGCTGGTACCATCGCTGGTTTGA 
ACGTTTTGAGAATTGTTAATGAACCAACCGCAGCCGCCATTGCCTACGGTTTGGATAAAT 
CTGATAAGGAACATCAAATTATTGTTTATGATTTGGGTGGTGGTACTTTCGATGTCTCTC 
TATTGTCTATTGAAAACGGTGTTTTCGAAGTCCAAGCCACTTCTGGTGATACTCATTTAG 
GTGGTGAAGATTTTGACTATAAGATCGTTCGTCAATTGATAAAAGCTTTCAAGAAGAAGC 
ATGGTATTGATGTGTCTGACAACAACAAGGCCCTAGCTAAATTGAAGAGAGAAGCTGAAA 
AGGCTAAACGTGCCTTGTCCAGCCAAATGTCCACCCGTATTGAAATTGACTCCTTCGTTG 
ATGGTATCGACTTAAGTGAAACCTT6ACCAGAGCTAAGTTTGAGGAATTAAACCTAGATC 
TATTCAAGAAGACCTTGAAGCCTGTCGAGAAGGTTTTGCAAGATTCTGGTTTGGAAAAGA 
AGGATGTTGATGATATCGTTTTGGTTGGTGGTTCTACTAGAATTCCAAAGGTCCAACAAT 
TGTTAGAATCATACTTTGATGGTAAGAAGGCCTCCAAGGGTATTAACCCAGATGAAGCTG 
TTGCATACGGTGCAGCCGTTCAAGCTGGTGTCTTATCCGGTGAAGAAGGTGTCGAAGATA 
TTGTTTTATTGGATGTCAACGCTTTGACTCTTGGTATTGAAACCACTGGTGGTGTCATGA 
CTCCATTAATTAAGAGAAATACTGCTATTCCTACAAAGAAATCCCAAATTTTCTCTACTG 
CCGTTGACAACCAACCAACCGTTATGATCAAGGTATACGAGGGTGAAAGAGCCATGTCTA 
AGGACAACAATCTATTAGGTAAGTTTGAATTAACCGGCATTCCACCAGCACCAAGAGGTG 
TACCTCAAATTGAAGTCACATTTGCACTTGACGCTAATGGTATTCTGAAGGTGTCTGCCA 
CAGATAAGGGAACTGGTAAATCCGAATCTATCACCATCACTAACGATAAAGGTAGATTAA 
CCCAAGAAGAGATTGATAGAATGGTTGAAGAGGCTGAAAAATTCGCTTCTGAAGACGCTT 
CTATCAAGGCCAAGGTTGAATCTAGAAACAAATTAGAAAACTACGCTCACTCTTTGAAAA 
ACCAAGTTAATGGTGACCTAGGTGAAAAATTGGAA6AAGAAGACAAGGAAACCTTATTAG 
ATGCTGCTAACGATGTTTTAGAATGGTTAGATGATAACTTTGAAACCGCCATTGCTGAAG 
ACTTTGATGAAAAGTTCGAATCTTTGTCCAAGGTCGCTTATCCAATTACTTCTAAGTTGT 
ACGGAGGTGCTGATGGTTCTGGTGCCGCTGATTATGACGACGAAGATGAAGATGACGATG 
GTGATTATTTCGAACACGACGAATTGTAG 

YJL034W, 682 aa (SEQ ID NO 144) 

MFFNRLSAGKLLVPLSWLYALFWILPLQNSFHSSNVLVRGADDVENYGTVIGIDLGTT 
YSCVAVMKNGKTEILANEQGNRITPSYVAFTDDERLIGDAAKNQVAANPQNTIFDIKRLI 

GLKYNDRSVQKDIKHLPFNWNKDGKPAVEVSVKGEKKVFTPEEISGMILGKMKQIAEDY 
LGTKVTHAWTVPAYFNDAQRQATKDAGTIAGLNVLRIVNEPTAAAIAYGLDKSDKEHQI 
IVYDLGGGTFDVSLLSIENGVFEVQATSGDTHLGGEDFDYKIVRQLIKAFKKKHGIDVSD 
NNKALAKLKREAEKAKRALSSQMSTRIEIDSFVDGIDLSETLTRAKFEELNLDLFKKTLK 
PVEKVLQDSGLEKKDVDDIVLVGGSTRIPKVQQLLESYFDGKKASKGINPDEAVAYGAAV 
QAGVLSGEEGVEDIVLLDVNAIiTLGIETTGGVMTPLIKRNTAIPTKKSQIFSTAVDNQPT 
VMIKVYEGERAMSKDNNLLGKFELTGIPPAPRGVPQIEVTFALDANGILKVSATDKGTGK 
SESITITNDKGRLTQEEIDRMVEEAEKFASEDASIKAKVESRNKLENYAHSLKNQVNGDL 
GEKLEEEDKETLLDAANDVLEWLDDNFETAIAEDFDEKFESLSKVAYPITSKLYGGADGS 
GAADYDDEDEDDDGDYFEHDEL 

YJL035C, 1253 bp, CDS: 501-1253 (SEQ ID NO 145) 

TACCTAAGTCAATACCGATAACAGTTCCGTAGTTTTCTACATCATCGGCACCTCTAACTA 

AAACATTGGAGGAGTGGAAAGAATTCTGTAAAGGTAATATTACCACGAAAAGGGCGTACA 

GGACCACGGAGAGTGGTACCAGCAGCTTGCCAGCGCTTAGTCTGTTGAAAAACATGGTAT 
GTTTGATACGCTTTTTCCCTTGAGACTACTCTTGGGGACTTTAAAAAAGTAAAACAGTAA 
CACGTTAATCTTTAGAATTACATAGCCATATTTATATCTTCCAGAGAACCCTTTTCGTGT 
CCTTTATATAAAAAAGCAACTTTTTCGACACGCTGTCCAGTTCCTCGGGTGCCGCGCCGG 
GTGAAATTTCCAGAAGGTTCTATTAAAATAGAAAGTTGCAGCTAACATAGCAAAATTAGA 
TGAATGATGAGTCCTAAT6GGATCTACACTTTGCTCGAGAAGCGGCTGGTGGCTGCGGTA 
AAAACTAGAGGACTCACACTATGCAGCATATTAAACATATGAGGACAGCTGTCCGTTTGG 
CTAGATACGCTCTTGACCACGATGAGACACCGGTAGCTTGCATCTTTGTACATACGCCAA 
CTGGCCAGGTGATGGCTTATGGCATGAACGATACGAACAAGTCATTAACTGGAGTAGCAC 
ATGCTGAGTTCATGGGGATCGATCAGATCAAGGCGATGTTGGGCTCCCGAGGAGTTGTTG 
ACGTGTTCAAAGACATTACTCTATATGTTACTGTAGAACCGTGTATAATGTGTGCATCTG 
CTCTCAAGCAATTAGACATTGGAAAGGTGGTGTTCGGTTGTGGCAACGAGAGATTTGGAG 
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GCAACGGTACTGTCTTGTCAGTAAATCATGATACGTGTACATTAGTGCCCAAGAACAATA 
GTGCGGCAGGGTACGAGAGTATACCGGGGATCTTGAGGAAAGAAGCAATAATGCTGCTGA 
GATACTTTTATGTAAGACAAAATGAAAGGGCGCCAAAGCCACGGTCCAAGAGTGACAGAG 
TGTTGGATAAAAACACGTTTCCGCCTATGGAATGGTCAAAGTATCTTAATGAAGAAGCAT 
TCATTGAGACTTTTGGTGATGATTACAGGACTTGTTTTGCGAATAAAGTTGACTTGTCCA 
GTAATAGCGTCGATTGGGATTTGATTGACTCCCACCAAGATAATATAATCCAAGAACTGG 
AAGAACAATGCAAAATGTTTAAGTTTAATGTACATAAGAAATCTAAGGTTTGA 

YJL035C, 250 aa (SEQ ID NO 146) 

MQHIKHMRTAWLARYALDHDETPVACIFVHTPTGQVMAYGMNDTNKSLTGVAHAEFMGI 
DQIKAMLGSRGWDVFKDITLYVTVEPCIMCASALKQLDIGKWFGCGNERFGGNGTVLS 
VNHDTCTLVPKNNSAAGYESIPGILRKEAIMLLRYFYVRQNERAPKPRSKSDRVLDKNTF 
PPMEWSKYLNEEAFIETFGDDYRTCFANKVDLSSNSVDWDLIDSHQDNIIQELEEQCKMF 
KFNVHKKSKV 

YJL070C, 3167 bp, CDS: 501-3167 (SEQ ID NO 147) 

TCCCCTGATGGTCAAATACTGTGCATGGCATCCCGTGCAGTCAAGGATGCTTTGAGACTA 

GTTCATCTGCCTTCTTGTAGCGTGTTCAGCAACTGGCCTACCAGCGGGACGCCTTTGGGT 

AAAGTTACCAGTGTCGCATTTTCGCCATCTGGTGGGCTACTGGCCGTGGGTAACGAACAA 

GGTAAAGTGAGGCTCTGGAAATTAAACCACTACTAAATTTCCATTTATAGACAAACTTAG 

ATATTAAAAGCAATGTACAAATACATACACAAAATATCACTGTAAAAAAATTGCGAAGAA 

ACTTGAAATTGAATATGATTCTGCCCACTTTTTTCTTGCTGTCATTTATAGTCAGAAATG 

AAAAATTGTCCGAGAAATTAAATATAATATATGGAAAAAAAGGGGACATTGAGTTTAAAG 

AATTTGATTAAAATGTCCTCTCAATATCCTCTGTAAGAGTTATCTAAATCTCACTTTACT 

TATTCATCTCGCTGGGAATTATGCAGGCGGTAGAGAGAAGGCCCTCGTTACTCTTTGACG 

AATATCAAAATTCTGTTACTAAGCCTAATGAGACGAAGAATAAAGAAGCCAGGGTCTTGT 

CAGAGAATGACGGTGATGTCTCCCCATCTGTTTTGAAACAGAAGGAAATATCAGTCGATG 

ATATGGATATGATTTCTTTGCCCACGGAATTTGACAGGCAAATGGTTTTAGGTTCACCTA 

TGTTTTTCGATCTTGAAGACGAAGAAAACAAAATTGATCCACTTCCTTCAGTTTCCCATC 

ATTATGGAAATGGAGAAAGTGACAGCTTTGTCTCATCGTACACGCCCTCAAATCTGAAAA 

CGGGTGAAGAAACTAAAGATCTTTTCATTAATCCGTTTGAATTGGTTTCTCAAATGAGAA 

AAAGATACATTGCTGCTTCCAAACAAGATGGCATTTCAAACATAAAAAATGACACTGAAA 

AGTGGTTTTTATACCCAAAACCACTGCCAAAGTTTTGGAGATTTGAAGACGATAAACGAT 

TCCAAGATCCCTCTGACTCTGACTTAAATGACGATGGAGACAGTACTGGGACCGGAGCCG 

CTACACCGCACCGCCATGGCTACTATTACCCAAGTTACTTTACCGATCACTACTACTACT 

ACACAAAATCTGGTTTGAAAGGAAAAGGAAATATAAAAGTACCATACACCGGTGAATATT 

TCGATTTAGAGGATTACAAAAAACAATACATTTACCATTTAAGTAATCAGGAAAATACGC 

AAAACCCACTTTCACCTTATTCTAGTAAGGAGGAGTCACTAGAGGAAGAATTTTTAACAG 

ATGTGCCTACGTTTCAAGAATTTAGGGATGATTTTGCATACATAATAGAGTTAATCCAAT 

CTCATAAATTCAACGAGGTTTCACGAAAGCGATTATCTTATTTATTAGATAAATTTGAAT 

TGTTTCAGTACCTAAACTCTAAGAAAGAAATTTTAGCTAATAAAAATGTTCCCTACAGAG 

ATTTTTATAATTCTCGTAAGGTAGATCGAGACTTGTCTTTAAGTGGTTGTATTTCTCAAC 

GTCAATTGAGTGAATATATATGGGAGAAAATAAATTTAGAACCTGAAAGGATAGTTTATC 

AAGACCCGGAAACGTCAAGGAAACTCAGTTTGAGAGACATTTTTCAGTTTGGTTGTTCTT 

CTAATGACCAACCCATTGCGATTGGGTTGAAATTGATTGATGATGAATTCTTGGATTGGT 

ATAGAAATATTTACCTAATAGATTACCATCTAACTCCTAACAAAGTAGCAAAGTTGGTCG 

GCAAAGAAATGAGGTTTTACCTATTAGCCAAAGTGTTTCTGGAGTTTGATAATTTCATTG 

AAGGTGAGTACCTAGCAGAAATTTTCATAAAATACGTTATTCATATCCTCGAAAAATCAA 

AGTACCAATTGGCCCAAGTATCAGTTAATTTTCAATTCTATTCCAGTGGTGAAGACTGGT 

ACAAGAAATTTTCTCAATGGTTGCTACGATGGAAGCTAGTATCGTATAATATCCGCTGGA 

ATATACAAATTGCCAGGATTTTTCCCAAACTATTCAAGGAAAATGTCGTGTCAAATTTCC 

AGGAGTTTTTGGATCTTATCTTCAATCCTTTATTCACTCTGGAAAAGGAGCAGTTACCAA 

TAGATTCATCTGTAAATACTGATATCATTGGTCTGCAGTTTTTTTTATCAAATGTGTGTT 

CTATGGATCTGGTCATTAAAGAGTCGGATGAATATTACTGGAAAGAATTTACTGATATGA 

ATTGTAAGCCAAAATTTTGGACAGCACAGGGTGACAATCCAACTGTTGCGCATTACATGT 

ATTATATTTATAAAAGTTTAGCGAAAGTTAATTTTCTGCGGTCACAAAATCTTCAAAATA 

CAATCACCCTAAGAAATTATTGTTCTCCACTATCCAGCAGAACTTCCCAATTTGGAGTGG 

ATTTATATTTTACAGATCAAGTTGAATCGTTAGTGTGCAACTTACTGCTTTGTAATGGTG 

GTCTGCTACAGGTAGAACCGCTTTGGGATACTGCAACAATGATTCAATATTTATTTTATC 

TCTTTCAAATACCCATTTTAGCTGCGCCATTATCATCTGTTTCATTACTGAATTCGCAAA 
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AATCGACCTTTTTGAAGAATAAAAACGTGCTTCTAGAACATGATTATTTGAAAGACCAGG 
AAACAGCCAAAATCAATCCTTCTAGAGATATCACTGTGGGCGAACAAAGATCATATGAGA 
CAAATCCTTTCATGAAAATGTTTAAGATGGGACTAAAAATTTCTTTATCATCAAAATCGA 
TTCTTTACAATAGTTCATACACGCTAGAACCTCTCATTGAAGAATACAGTGTAGCAGCAA 
GTATTTACTTGCTGAACCCAACAGATTTGTGCGAGTTGTCGAGAACAAGTGTGCTATCTA 
GTGGCTATGAAG6TTGGTACAAGGCTCATTGGATTGGCGTTGGAGTTAAAAA6GCGCCTT 
ACTTTGAGGAGAACGTGGGTGGGATAGATAATTGGTACGATACAGCGAAAGATACCTCGA 
TAAAGCACAACGTTCCGATGATTAGAAGAAGATATAGAAAGGAGACATTGGATCAAGAGT 
GGAACTTCGTTCGGGATCACTTTGGAGTAATTAACTCCATTTGGTAG 

YJL070C, 888 aa (SEQ ID NO 148) 

MQAVERRPSLLFDEYQNSVTKPNETKNKEARVLSENDGDVSPSVLKQKEISVDDMDMISL 
PTEFDRQMVLGSPMFFDLEDEENKIDPLPSVSHHYGNGESDSFVSSYTPSNLKTGEETKD 
LFINPFELVSQMRKRYIAASKQDGISNIKNDTEKWFLYPKPLPKFWRFEDDKRFQDPSDS 
DLNDDGDSTGTGAATPHRHGYYYPSYFTDHYYYYTKSGLKGKGNIKVPYTGEYFDLEDYK 
KQYIYHLSNQENTQNPLSPYSSKEESLEEEFLTDVPTFQEFRDDFAYIIELIQSHKFNEV 
SRKRLSYLLDKFELFQYLNSKKEILANKNVPYRDFYNSRKVDRDLSLSGCISQRQLSEYI 
WEKINLEPERIVYQDPETSRKLSLRDIFQFGCSSNDQPIAIGLKLIDDEFLDWYRNIYLI 
DYHLTPNKVAKLVGKEMRFYLLAKVFLEFDNFIEGEYLAEIFIKYVIHILEKSKYQLAQV 
SVNFQFYSSGEDWYKKFSQWLLRWKLVSYNIRWNIQIARIFPKLFKENWSNFQEFLDLI 
FNPLFTLEKEQLPIDSSVNTDIIGLQFFLSNVCSMDLVIKESDEYYWKEFTDMNCKPKFW 
TAQGDNPTVAHYMYYIYKSLAKVNFLRSQNLQNTITLRNYCSPLSSRTSQFGVDLYFTDQ 
VESLVCNLLLCNGGLLQVEPLWDTATMIQYLFYLFQIPILAAPLSSVSLLNSQKSTFLKN 
KNVLLEHDYLKDQETAKINPSRDITVGEQRSYETNPFMKMFKMGLKISLSSKSILYNSSY 
TLEPLIEEYSVAASIYLLNPTDLCELSRTSVLSSGYEGWYKAHWIGVGVKKAPYFEENVG 
GIDNWYDTAKDTSIKHNVPMIRRRYRKETLDQEWNFVRDHFGVINSIW 

YJL078C, 3146 bp, CDS: 501-3146 (SEQ ID NO 149) 

TTTTTCTTCGCACATGGCTGGTTCTGCTGGAGGCGGCTGGGTGTTTATAGTTACCGCAAT 

GCAGGTCGCTTCGTTTACTTTTCTCTGCGTGCTCGAGAACTGATAAATACTGGTTTAGGA 

AAACCGTCCACTTATGGATTTAACAAGGAGGTGAAAGGTAGGTACCATGGCAATATAGCT 

AGCAACGCTACGCACTAGCTGTGTGTGCTTGCTCTCTTGTGTTCGTCTTTCGTATATTGC 

GGGTTCCCGCGGTTAATTCAACAACAAATATGGTATCTAGGCAGGGACCCAGCAACGGAA 

GGATGTAATTGCTATATAGGGCCGATGAAACAGTTCTCATGTTTCAACTCG6TCGAAGAA 

TTCTCTAAAACATATTCTATACTTCAAAGTTTTTAGCTTCTTGCTTTTCGGTAGTTGCCA 

AACCAATATCGGCATAAAATTATAATTGCTGCACCCCTGCAACTCCAAACAACTTAAAAC 

AACTTAAAACGAAAACGCTTATGCTGGAGTTTCCAATATCAGTTCTGCTAGGATGCCTAG 

TAGCCGTCAAGGCACAAACCACGTTTCCAAACTTCGAGAGCGATGTGCTGAACGAGCATA 

ACAAGTTCAGAGCGCTACATGTTGACACAGCGCCX3CTCACCTGGTCCGACACTCTGGCCA 

CCTATGCGCAGAACTACGCCGACCAATATGATTGTTCGGGTGTCTTAACGCATTCCGATG 

GCCCATATGGTGAGAACCTTGCCCTTGGTTACACAGACACGGGAGCGGTGGACGCCTGGT 

ACGGGGAGATAAGCAAGTATAATTATTCAAATCCCGGATTTTCTGAATCCACGGGTCACT 

TCACACAGGTGGTTTGGAAGTCAACCGCCGAGATTGGATGTGGTTATAAATATTGTGGTA 

CGACATGGAACAATTATATTGTGTGCTCCTACAACCCTCCTGGAAACTACCTGGGTGAGT 

TTGCAGAGGAAGTGGAACCACTTATAAGCACTGTTTCCTCGTCCTCATCCTCGTCCTCTT 

CTACCTCAACTACATCAGACACAGTCTCCACCATCTCATCCAGTATTATGCCCGCTGTAG 

CGCAAGGGTATACAACAACGGTATCGTCTGCGGCTAGCAGCAGTTCTTTAAAATCGACGA 

CCATAAACCCTGCCAAGACCGCTACCCTCACTGCGTCCTCTTCTACCGTAATTACTAGTA 

GCACAGAATCAGTTGGATCCTCCACTGTCTCATCAGCCTCAAGCTCTTCTGTCACTACTT 

CCTATGCTACCTCCTCGAGTACCGTCGTCTCTAGTGATGCTACTTCATCCACTACCACCA 

CCTCATCGGTTGCTACATCGTCCAGTACCACTTCTTCCGACCCTACCTCGAGCACTGCTG 

CTGCTTCTTCTTCTGATCCTGCCTCAAGTTCCGCTGCCGCTTCCTCCAGCGCGAGTACCG 

AGAACGCCGCTTCTTCTAGCAGCGCCATCTCGAGCTCTTCATCAATGGTTTCTGCTCCTT 

TGAGTAGTACTCTTACTACTTCCACCGCAAGCTCCAGAAGTGTAACTTCCAATTCAGTTA 

ATTCTGTTAAGTTTGCAAACACAACTGTGTTTTCTGCTCAAACAACCTCTTCTGTAAGCG 

CCTCATTATCATCATCTGTAGCTGCTGACGATATTCAGGGTAGCACTTCCAAGGAGGCCA 

CAAGCTCAGTTTCCGAACATACTAGTATAGTAACTAGTGCAACTAATGCTGCCCAATATG 

CAACGAGACTTGGGTCATCTTCCAGAAGTTCTTCCGGGGCCGTCTCTTCCTCAGCTGTGT 

CGCAATCTGTTCTGAATTCCGTTATAGCCGTCAACACCGACGTATCTGTAACCTCAGTTA 

GTAGCACAGCCCATACCACAAAGGACACCGCCACCACTTCAGTAACCGCCTCAGAAAGTA 
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TCACTTCGGAAACTGCTCAGGCTTCAAGTTCAACAGAGAAGAATATTAGTAACAGTGCCG 

CCACATCGAGTAGCATTTACTCCAACAGTGCTTCTGTGTCAGGACACGGTGTAACATACG 
CTGCCGAATACGCCATTACATCCGAGCAATCCTCTGCGCTTGCCACATCTGTGCCTGCTA 
CAAATTGCTCTAGTATCGTGAAGACCACAACTTTAGAAAATTCGAGTACCACAACCATCA 
CAGCCATTACTAAGAGTACTACAACCTTGGCCACTACTGCTAACAACTCCACAAGGGCAG 
CTACCGCAGTAACCATAGATCCCACATTGGACCCTACCGACAACTCAGCTAGTCCAACCG 
ACAATGCTAAACACACCTCTACATATGGATCTTCTTCCACAGGCGCATCTTTAGATAGCT 
TACGCACAACCACCAGTATTAGTGTCTCAAGCAACACCACACAGTTAGTCTCTACCTGCA 
CTTCCGAGAGCGATTATTCCGATAGTCCTAGCTTCGCCATCTCCACTGCCACCACCACTG 
AAAGCAATCTGATCACAAACACCATCACAGCTTCTTGTAGTACGGATAGTAATTTCCCTA 
CCTCCGCTGCTTCTTCTACAGATGAGACGGCCTTCACTAGAACAATCTCGACATCTTGTA 
GCACTTTGAACGGCGCCTCAACCCAAACCAGTGAGCTAACCACATCGCCTATGAAAACCA 
ACACGGTGGTTCCAGCTTCTTCTTTCCCTTCAACTACAACCACTTGTCTAGAAAATGATG 
ACACTGCCTTTTCTAGTATCTACACTGAAGTCAACGCCGCAACTATCATTAACCCCGGAG 
AAACATCTTCTCTCGCTAGCGATTTCGCCACATCTGAAAAGCCAAACGAGCCCACTTCTG 
TCAAATCCACCTCAAACGAAGGCACCTCTTCCACAACAACAACCTACCAACAGACTGTTG 
CTACACTGTATGCCAAGCCCTCCAGCACAAGCCTAGGTGCAAGAACAACTACTGGTAGCA 
ACGGTCGTTCAACTACCAGCCAACAAGACGGGTCTGCCATGCATCAGCCAACTTCCTCGA 
TCTACACTCAACTAAAAGAAGGCACATCAACCACCGCAAAACTTTCTGCATACGAAGGTG 
CTGCAACACCTCTTTCCATTTTCCAGTGCAATAGTCTAGCTGGAACGATTGCCGCTTTTG 
TCGTAGCTGTTCTGTTCGCCTTCTAG 

YJL078C, 881 aa (SEQ ID NO 150) 

MLEFPISVLLGCLVAVKAQTTFPNFESDVLNEHNKFRALHVDTAPLTWSDTLATYAQNYA 
DQYDCSGVLTHSDGPYGENLALGYTDTGAVDAWYGEISKYNYSNPGFSESTGHFTQWWK 
STAEIGCGYKYCGTTWNNYIVCSYNPPGNYL6EFAEEVEPLISTVSSSSSSSSSTSTTSD 
TVSTISSSIMPAVAQGYTTTVSSAASSSSLKSTTINPAKTATLTASSSTVITSSTESVGS 
STVSSASSSSVTTSYATSSSTWSSDATSSTTTTSSVATSSSTTSSDPTSSTAAASSSDP 
ASSSAAASSSASTENAASSSSAISSSSSMVSAPLSSTLTTSTASSRSVTSNSVNSVKFAN 
TTVFSAQTTSSVSASLSSSVAADDIQGSTSKEATSSVSEHTSIVTSATNAAQYATRLGSS 
SRSSSGAVSSSAVSQSVLNSVIAVNTDVSVTSVSSTAHTTKDTATTSVTASESITSETAQ 
ASSSTEKNISNSAATSSSIYSNSASVSGHGVTYAAEYAITSEQSSALATSVPATNCSSIV 
KTTTLENSSTTTITAITKSTTTLATTANNSTRAATAVTIDPTLDPTDNSASPTDNAKHTS 
TYGSSSTGASLDSLRTTTSISVSSNTTQLVSTCTSESDYSDSPSFAISTATTTESNLITN 
TITASCSTDSNFPTSAASSTDETAFTRTISTSCSTLNGASTQTSELTTSPMKTNTWPAS 
SFPSTTTTCLENDDTAFSSIYTEVNAATIINPGETSSLASDFATSEKPNEPTSVKSTSNE 
GTSSTTTTYQQTVATLYAKPSSTSLGARTTTGSNGRSTTSQQDGSAMHQPTSSIYTQLKE 
GTSTTAKLSAYEGAATPLSIFQCNSLAGTIAAFWAVLFAF 

YJL179W, 830 bp, CDS: 501-830 (SEQ ID NO 151) 

TTGCATTATCAACTATAATTCCATTTCCTAGAGGAGTTTTTATAGTCCTGCCATCTAATT 
GTAGAGCAATCTTTCCTTTCTCAACATCCCTATTTAGTGACACCTTTTCCCAAAACTTCT 
GTGAAGTTTTGCTCAATCTATTTGTTTCCGTAGGAGTGTTATTCTCAATCGTGTTGTCTG 
TCCCCAGTGGCTGGGCATTTAATGAGTAGAATCGGGGCAGTTTCAATCTTATGGAATTCA 
CAATGAAGCATCCCTTCCTTAATGATGGCAGCATTCCGTATTCTCTTTTGTAGGGTTTCG 
TTTGCCTTCAAGTGTTTTGTTCTTATTTAGCCTTTTCCTTTACCTTAATTTTTTTCTTTT 
CTCTGAAGAAAATGAATGAGTTTAAAGATATAGCAATTAAAAAGTAACAGTGAAGAAATT 
TCTCAGATGAGCAGATGGGAATTAAAGAACTATCTACAGAGCTCTTTACTAAATTGAATC 
AATAATACATACTTACAAACATGTCACAGATAGCACAAGAAATGACAGTGAGCTTAAGAA 
ACGCCAGGACACAATTGGATATGGTCAATCAGCAGCTAGCATATTTGGACAGACAAGAAA 
AGCTTGCTGAATTGACAAAGAAAGAACTAGAGTCTTATCCAACGGACAAAGTATGGAGAT 
CTTGCGGTAAATCGTTTATCTTACAGGATAAATCCAAATACGTTAATGATTTATCACATG 
CCGAAACTGTTCTTCTGGATCAAAGAAAAACATTAAAGATAAAGAAGAACTATTTAGAAA 
CTACTGTTGAAAAAACAATAGACAATCTAAAG6CATTGATGAAGAATTAA 

YJL179W, 109 aa (SEQ ID NO 152) 

MSQIAQEMTVSLRNARTQLDMVNQQLAYLDRQEKLAELTKKELESYPTDKVWRSCGKSFI 
LQDKSKYVNDLSHAETVLLDQRKTLKIKKNYLETTVEKTIDNLKALMKN 

YJL180C, 1478 bp, CDS: 501-1478 (SEQ ID NO 153) 
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AATAGTTCTTCTTTATCTTTAATGTTTTTCTTTGATCCAGAAGAACAGTTTCGGCATGTG 
ATAAATCATTAACGTATTTGGATTTATCCTGTAAGATAAACGATTTACCGCAAGATCTCC 
ATACTTTGTCCGTTGGATAAGACTCTAGTTCTTTCTTTGTCAATTCAGCAAGCTTTTCTT 
GTCTGTCCAAATATGCTAGCTGCTGATTGACCATATCCAATTGTGTCCTGGCGTTTCTTA 
AGCTCACTGTCATTTCTTGTGCTATCTGTGACATGTTTGTAAGTATGTATTATTGATTCA 
ATTTAGTAAAGAGCTCTGTAGATAGTTCTTTAATTCCCATCTGCTCATCTGAGAAATTTC 
TTCACTGTTACTTTTTAATTGCTATATCTTTAAACTCATTCATTTTCTTCAGAGAAAAGA 
AAAAAATTAAGGTAAAGGAAAAGGCTAAATAAGAACAAAACACTTGAAGGCAAACGAAAC 
CCTACAAAAGAGAATACGGAATGCTGCCATCATTAAGGAAGGGATGCTTCATTGTGAATT 
CCATAAGATTGAAACTGCCCCGATTCTACTCATTAAATGCCCAGCCACTGGGGACAGACA 
ACACGATTGAGAATAACACTCCTACGGAAACAAATAGATTGAGCAAAACTTCACAGAAGT 
TTTGGGAAAAGGTGTCACTAAATAGGGATGTTGAGAAAGGAAAGATTGCTCTACAATTAG 
ATGGCAGGACTATAAAAACTCCTCTAGGAAATGGAATTATAGTTGATAATGCAAAGTCTC 
TCTTAGCATACCTATTAAAACTGGAGTGGTCGTCCCTATCCAGTCTTTCCATCAAAACTC 
ACTCTTTGCCACTAACTTCATTAGTGGCAAGATGCATAGATTTACAAATGACAAATGAGC 
CTGGCTGTGACCCTCAATTAGTTGCAAAGATTGGAGGCAACAGTGATGTTATAAAAAATC 
AGTTGTTAAGATATTTAGATACCGATACTTTATTGGTCTTTTCCCCTATGAATGAGTTTG 
AAGGAAGATTACGCAATGCGCAAAATGAGTTATATATACCCATCATCAAAGGAATGGAAG 
AGTTTTTACGCAACTTTTCATCCGAGTCTAATATTCGACTACAAATTTTAGATGCCGACA 
TCCATGGGTTACGAGGCAATCAGCAGTCGGATATCGTTAAGAATGCAGCAAAAAAATATA 
TGAGCAGCTTATCACCATGGGATCTTGCAATTCTTGAAAAAACTGTATTAACCACAAAGT 
CCTTCATTTGCGGCGTGCTATTATTAGAAAATAAAAAAGATACTGCGAACTTAATTCCCG 
CCTTGAAAACTGATATGGATAATATTGTACGTGCCGCCACCTTAGAAACAATCTTCCAAG 
TTGAAAAGTGGGGAGAGGTTGAAGATACTCATGACGTTGACAAAAGAGACATCAGAAGAA 
AAATTCATACTGCTGCGATTGCTGCTTTTAAGCAATAA 

YJL180C, 325 aa (SEQ ID NO 154) 

MLPSLRKGCFIVNSIRLKLPRFYSLNAQPLGTDNTIENNTPTETNRLSKTSQKFWEKVSL 
NRDVEKGKIALQLDGRTIKTPLGNGIIVDNAKSLLAYLLKLEWSSLSSLSIKTHSLPLTS 
LVARCIDLQMTNEPGCDPQLVAKIGGNSDVIKNQLLRYLDTDTLLVFSPMNEFEGRLRNA 
QNELYI PI IKGMEEFLRNFSSESNIRLQILDADIHGLRGNQQSDIVKNAAKKYMSSLSPW 
DLAILEKTVLTTKSFICGVLLLENKKDTANLIPALKTDMDNIVRAATLETIFQVEKW6EV 
EDTHDVDKRDIRRKIHTAAIAAFKQ 

YJL181W, 2336 bp, CDS: 501-2336 (SEQ ID NO 155) 

GCAAGTCAGTACGATGCATCCTTGGATCAAGAAGGTGAGTCTGGAAACGGTGCTTCTAAT 

GGCGATGTTTACCATTATAATGAAGGGGACTTGGCTGCCTCCTTCAAGGGATGTAGATCA 

AGAGGTACGTGTGCTAGTGAAATAGGTCACATGTACCAGAAAATCAAGAAATCTTAGATG 

TGT6TAATCTTGCAATTTAGTTTCAAACAAGATCCTTGTATTTATATAAACAAAGATATA 

^TTTTTAAAAAAAAATTAGAAAAAGCAAATATAATTCAGGTCCCACTTGGAATAATGGCA 

CTGTATTGATGCATTTTCCTTATGCTTAGTGACGCGTTTTCGCGCGTCAGTTTCAAGTTT 

TTCTTGGCTTTTTTTTTTTCATTTTCGTAAAGGGTCTTAAAAGGATTAAAAAATGCAGTA 

TTGAAATAAAGAACAATTACGAACGGTGAAGCTGCTATTTTGGTTATTATACCCTTCCAG 

GACAGTACGCGCAAACTATTATGGAGATATTCAAGGAAGAAGAAGAAGAAGCTTTTTCGG 

CGATAGAAGGTATAATATATGCCTGTGAGGTGTATGACCCTGTACCCCGTCATTTACATA 

AAAGCAAAACAAAGATCATCAATGCTGCTAAATTAATTATAGAAACGCATCTTTCATATT 

ATACAATACTCAATAACATTTCAGATATACAAGCCTATCTTTCTACTTGGCTTAGGGATC 

TTGGAACGACAGGTCCATACCAAACAATTCTTTCAGAAAGTATTTCTCTCATGTTTGACC 

GCACTGTATCTATCTTCAGGAAATGTACGATAGAGGGAGGTTTTCCACATTTGATCGCAC 

GTCTTTATCTCAGATTGAAAAGCTACCAGAAGCTCTTAAACGATGCAGGATTAAAGAATT 

TTTTTTCAAGCTACGATTATGCTTTCGGGGTTGCATACAACCTTGTAAATTGCTCTGAAT 

ACAGGTATGACGAAGTTCATTACATATCGAACGGCACTTACTCATTAGTTGCATCGATGA 

AGATAGATCCTGCTGAAGTCATTAAAAGGGAACATTTTAGGCTTACAATTCCGAAATTTA 

ACATATCTAATATATTAATTGAAATTTTTCATTTGCTCGATGGATTAGCATTTTTTAAGG 

TGAACCCTGATAGTTTATCTATATCTACAGCTTCAGCAGAAACAATCTTTCGCAGTATCT 

CCGAAGGTAATCATCAGGTCCTAGAATTGGGGAGAAGTTTAATGTTTCCATTGTTGAGGA 

CTGGAGATTTTGAAATCTGTCGTATTGACGACGCGGGAGCTGTCATAACATTTACAGAAG 

CGAAGGATGTAAAACTAGAAATAATCAGTCTGGATGAAGTTTCCTGGGTAATGCAGTGGA 

AATCTTGTCTTCAAAATTATGAGAGAAGGGCAGCAAATGACAGTTCATTTATCAAAACAC 

ACCTACAATTTAAGAAGGCCAACAATTTCAATGAAGATAATAATGGGCTAGGACTAATTG 
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TAGACAGAAATATTCCAACAGATGATTTTACGCTAGCTTCTACAAACCGTCAAAGTCCCC 
CGCCTTCAAATACTGGTTGTTCATTACACAGGTCTAAACCCTTGCATATCCCTTTATCAT 
CTGTTATTCGTGAAGACTTTTATGATAGCTCTCTAAATGAGCGTATATCTAAAGACGGAG 
ATAGCAGTTGTGAATCCTTCAGTGGCGCCGAAAGTATCTTATCAGACTACGATTTTCATG 
ATAATGAATTTTTTAACAACCAGTCACCTCATTATTTTTCAGAACACATAGACAATAACT 
CGAGAGAGGTGGTAATAACAGATGAAAATACGATAATATCTTTGGAAAATACCCAAGTAA 
GTCGGTGGTCAAATTACTCATGGCAAAAAATTTCACCGCATCAATTACAGGTCTCTATTA 
TCCAACTGCGCATGGGAAACTTCATTGTGGCTTATGATTCTGATTATAACCTTCATCAGT 
TCAAAATTCGTTTGTGTGACGATATAAAATGTATACAATCCACAGAGCAAGACATACAAA 
TACGTGTCCCGCTCGGCGCAATAATGTGCAGCGTCACTGGTATCTTGAATATTAGGACGA 
AGGACGCTGACAAGTTGCTTCGGGTATTAAGCTTTTATACCACTGACCACACGGAAGCTG 
TATCGCACTCAAACAATCAAGATGCTACTGCAAGTCCACTTTCGTCAGTTTCATCAGCAA 
TGGATCTCAAGCATTCATTACAGAAATGTTCCTCTACAATAATGCCCCAAGAGTTGACGC 
AGGACGTCATCGGTTCAAAATCAGACCTAATCAGTAATATTCGTCAAAAAATATAA 

YJL181W, 611 aa (SEQ ID NO 156) 

MEIFKEEEEEAFSAIEGIIYACEVYDPVPRHLHKSKTKIINAAKLIIETHLSYYTILNNI 
SDIQAYLSTWLRDLGTTGPYQTILSESISLMFDRTVSIFRKCTIEGGFPHLIARLYLRLK 
SYQKLLNDAGLKNFFSSYDYAFGVAYNLVNCSEYRYDEVHYISNGTYSLVASMKIDPAEV 
IKREHFRLTI PKFNISNILIEIFHLLDGLAFFKVNPDSLSI STASAETIFRSI SEGNHQV 
LELGRSLMFPLLRTGDFEICRIDDAGAVITFTEAKDVKLEIISLDEVSWVMQWKSCLQNY 
ERRAANDSSFIKTHLQFKKANNFNEDNNGLGLIVDRNIPTDDFTLASTNRQSPPPSNTGC 
SLHRSKPLHIPLSSVIREDFYDSSLNERISKDGDSSCESFSGAESILSDYDFHDNEFFNN 
QSPHYFSEHIDNNSREWITDENTIISLENTQVSRWSNYSWQKISPHQLQVSIIQLRMGN 
FIVAYDSDYNLHQFKIRLCDDIKCIQSTEQDIQIRVPLGAIMCSVTGILNIRTKDADKLL 
RVLSFYTTDHTEAVSHSNNQDATASPLSSVSSAMDLKHSLQKCSSTIMPQELTQDVIGSK 
SDLISNIRQKI 

YJL187C, 2960 bp, CDS: 501-2960 (SEQ ID NO 157) 

TCTTGCAACCATCGTCCTCTAAGGAAAGAAATGTGGCACCTTTAAATAGGTTCCACCTCA 

CAGATGCCAACATGTGGGAGATAGGGGGCTATTCGCAATTTATTAACGTCTCTAGTACTG 

GTAAGCCTTTCTAACATTCTTGTGGTCACGTGATGTGTATGTTTCTTTTTTTTATTCCTC 

CGGGTGATAACGACGCGAAAAATATTTTTTCATTTTTCTTTTAACCATCACAATTTGCGA 

CGCGACGCGAAAAAAATGCAGAGAAGTAAAAGAATGCTGGATAAGAAATCAACAACACAG 

TTGAACATTGGCGTGCCCCTGTGTATTAAGTAAAGGTTGTCCAAGAGGCTCTTTTTTGTA 

TGTATGCGTGTGTTAACTATCCTGCACATCATCTTGCGCAGTTAGTCCAATAAAAAAGGA 

TTACTACTGAACAGGTCTTACTATTTTTGATTGCGTAGTGCTGGGGAAAAGTAAACACAC 

ACAGGCGCACACGAGAACAGATGAGTTCTTTGGACGAGGATGAAGAGGACTTCGAAATGC 

TGGACACGGAGAACCTCCAGTTTATGGGGAAGAAGATGTTTGGCAAACAGGCCGGCGAAG 

ACGAGAGTGATGATTTTGCTATAGGGGGTAGCACCCCGACCAATAAACTGAAATTTTATC 

CATATTCGAACAACAAATTGACAAGAAGTACGGGGACCTTGAACCTGTCATTAAGTAATA 

CAGCTTTGTCAGAGGCTAACTCCAAATTTCTTGGGAAAATTGAAGAAGAGGAAGAAGAGG 

AGGAAGAAGGCAAGGATGAGGAAAGCGTGGATTCTCGTATTAAAAGGTGGTCTCCGTTCC 

ATGAAAATGAAAGTGTTACTACTCCTATTACAAAAAGATCTGCGGAAAAAACGAACAGTC 

CTATTTCTCTCAAACAATGGAACCAGCGATGGTTTCCGAAAAATGATGCTCGCACTGAAA 

ATACATCCTCATCCTCTTCATATAGCGTCGCTAAACCTAACCAATCAGCCTTTACGTCTT 

CGGGCCTCGTATCTAAAATGTCTATGGACACTTCGTTATACCCTGCGAAATTGAGGATAC 

CAGAAACACCAGTGAAAAAATCACCCTTAGTGGAGGGAAGAGACCATAAGCATGTCCACC 

TTTCGAGTTCGAAAAATGCATCGTCTTCTCTAAGTGTTTCCCCTTTAAATTTTGTTGAAG 

ACAATAATTTACAAGAAGACCTTTTATTTTCAGATTCTCCGTCTTCGAAAGCTTTACCTT 

CCATCCATGTACCAACCATAGACTCATCCCCACTGAGCGAGGCAAAATATCATGCACATG 

ATCGTCACAATAACCAGACAAACATCCTGTCTCCCACTAATAGCTTGGTTACCAACAGCT 

CTCCACAAACATTGCATTCTAACAAGTTCAAAAAAATCAAAAGAGCAAGGAATTCGGTTA 

TTTTGAAAAATAGAGAGCTAACAAACAGTTTACAACAATTCAAAGATGATTTATACGGCA 

CGGACGAGAATTTCCCACCTCCAATCATAATATCAAGTCATCATTCAACTAGAAAGAACC 

CTCAACCTTATCAATTTCGTGGACGCTATGACAATGACACTGACGAAGAGATCTCCACTC 

CAACAAGACGAAAATCTATTATTGGGGCAACATCTCAAACACATAGAGAAAGCAGACCAT 

TGTCACTCTCCTCTGCCATCGTGACAAACACAACAAGTGCAGAGACGCATTCCATATCTT 

CCACCGATTCTTCGCCGTTAAATTCCAAAAGGCGTCTAATCTCTTCAAATAAGTTATCAG 

CAAATCCAGATTCCCATCTTTTCGAAAAATTTACGAATGTGCATTCCATTGGTAAAGGCC 
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AGTTTTCCACGGTCTACCAGGTTACGTTTGCCCAAACAAACAAAAAGTATGCAATCAAAG 
CCATTAAACCAAACAAATATAATTCCTTGAAACGCATATTACTGGAAATTAAAATACTAA 
ACGAGGTAACAAACCAAATTACAATGGATCAAGAAGGGAAGGAATACATCATCGATTACA 
TCAGTTCCTGGAAGTTTCAAAATTCATACTATATTATGACAGAATTGTGCGAAAATGGTA 
ATTTGGATGGATTTTTACAAGAGCAAGTTATCGCAAAGAAAAAAAGGTTGGAAGATTGGA 
GAATTTGGAAAATCATCGTGGAATTAAGCCTGGCTTTACGATTCATCCATGATTCTTGTC 
ACATTGTGCATCTGGACTTGAAACCCGCy^CGTCATGATCACATTTGAAGGTAACCTAA 
AACTAGGTGACTTTGGAATGGCTACTCATTTACCGTTGGAGGATAAAAGTTTTGAAAATG 
AAGGTGACAGAGAATATATTGCACCAGAAATCATTTCTGATTGTACGTACGATTACAAGG 
CAGATATTTTTTCCCTGGGTCTGATGATTGTTGAAATTGCAGCGAACGTTGTGTTACCTG 
ACAATGGCAACGCATGGCATAAGTTGAGATCGGGTGATTTATCGGATGCAGGAAGATTAA 
GTTCCACAGATATTCATTCTGAATCATTATTTTCAGACATTACGAAAGTAGATACAAATG 
ATTTATTTGATTTTGAAAGAGACAATATCAGTGGTAATAGTAACAACGCTGGCACCTCCA 
CTGTTCATAACAATAGTAATATCAACAACCCTAATATGAATAATGGCAACGATAATAATA 
ATGTCAATACTGCCGCTACCAAGAATCGTCTTATTTTGCATAAAAGTTCTAAAATTCCCG 
CATGGGTACCGAAATTTCTTATTGATGGTGAATCACTTGAGAGAATAGTACGATGGATGA 
TAGAGCCCAATTATGAGAGAAGGCCCACGGCAAATCAAATCTTACAAACTGAGGAATGCC 
TGTATGTAGAAATGACACGCAATGCAGGTGCTATTATCCAGGAAGACGACTTTGGACCTA 
AGCCAAAATTTTTTATATGA 

YJL187C, 819 aa (SEQ ID NO 158) 

MSSLDEDEEDFEMLDTENLQFMGKKMFGKQAGEDESDDFAIGGSTPTNKLKFYPYSNNKL 

TRSTGTLNLSLSNTALSEANSKFLGKIEEEEEEEEEGKDEESVDSRIKRWSPFHENESVT 

TPITKRSAEKTNSPISLKQWNQRWFPKNDARTENTSSSSSYSVAKPNQSAFTSSGLVSKM 

SMDTSLYPAKLRIPETPVKKSPLVEGRDHKHVHLSSSKNASSSLSVSPLNFVEDNNLQED 

LLFSDSPSSKALPSIHVPTIDSSPLSEAKYHAHDRHNNQTNILSPTNSLVTNSSPQTLHS 

NKFKKIKRARNSVILKNRELTNSLQQFKDDLYGTDENFPPPIIISSHHSTRKNPQPYQFR 

GRYDNDTDEEISTPTRRKSIIGATSQTHRESRPLSLSSAIVTNTTSAETHSISSTDSSPL 

NSKRRLISSNKLSANPDSHLFEKFTNVHSIGKGQFSTVYQVTFAQTNKKYAIKAIKPNKY 

NSLKRILLEIKILNEVTNQITMDQEGKEYIIDYISSWKFQNSYYIMTELCENGNLDGFLQ 

EQVIAKKKRLEDWRIWKIIVELSLALRFIHDSCHIVHLDLKPANVMITFEGNLKLGDFGM 

ATHLPLEDKSFENEGDREYIAPEIISDCTYDYKADIFSLGLMIVEIAANWLPDNGNAWH 

KLRSGDLSDAGRLSSTDIHSESLFSDITKVDTNDLFDFERDNISGNSNNAGTSTVHNNSN 

INNPNMNNGNDNiraVNTAATKimLILHKSSKIPAW 

RPTANQILQTEECLYVEMTRNAGAIIQEDDFGPKPKFFI 

YJL188C, 809 bp, CDS: 501-809 (SEQ ID NO 159) 

AATTCCCGCATGGGTACCGAAATTTCTTATTGATGGTGAATCACTTGAGAGAATAGTACG 
ATGGATGATAGAGCCCAATTATGAGAGAAGGCCCACGGCAAATCAAATCTTACAAACTGA 
GGAATGCCTGTATGTAGAAATGACACGCAATGCAGGTGCTATTATCCAGGAAGACGACTT 
TGGACCTAAGCCAAAATTTTTTATATGATAAATGGAACAAAAAACCTTGTTTTATTTACA 

TACTTTTTTCCCACACGTGCTTATGGGCCGCATTGTATAAATAATCCAATAACGAAAAAG 
AGTGTAATTGCAGTCCGGTAGTAATACCATGTAAAACCTTAGATGAGTTTATTTTAAGTA 
CAGCCGCTTCAAGCATTTTTATTTTTATTTTACAGATGTAGCAGATAACAACCGTTAAAT 
TATATTATATATATATATATATATATATCAAATACGACGTATTACATATATATTGAGAAT 
AAGGGAAGGATGGAAGACAAATGACAAAAAGTTTGAAGCATAAATATGTTCTTCGCTTAG 
ATGTTCATCTTGGTTCTTCTCCAGTTTCTTCTCTTAGCGTTGTAACGGATAGTGTTGTTG 
GTTCTCAATCTGATCCATTGTGGCAATGGTCTGTTTTGCTTCTTAGCCTTAGCCATTTTT 
TGCTTGATTCTGAAAGACTTTTGAGCCTAATTAAAAGGGAAACATATCGTGCACATACGA 
AGTGTACAATTGTAAAAAATGTTAGTAACAATGTTCAAACTCATCAATATGATGCATTCA 
CG6ATCCAAGGCAATACCACCTGACATAA 

YJL188C, 102 aa (SEQ ID NO 160) 

MTKSLKHKYVLRLDVHLGSSPVSSLSWTDSWGSQSDPLWQWSVLLLSLSHFLLDSERL 
LSLIKRETYRAHTKCTIVKNVSNNVQTHQYDAFTDPRQYHLT 

YJL189W, 1042 bp, exonl : 501-506, intronl : 507-892, exon2 : 
893-1042 (SEQ ID NO 161) 

TATTCAAGAATTATTTCACATCTTCCAGCGAGTAAACATGCCGCTGGTAATCGCGCGTCC 
TCAATATTTGAGTTTTTCAAATAGTGAGGTGTGGATGTATAGAGGAATTACACACTTTTA 
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AGTATGTGATGTATGGGCGCACAGTACCAATTTAACTTTTTTTTTTTTTCATTTTTTAGC 
TTGATTTTCAAAAAACTTATGGGCGTTTTAGGCTCCGGCTCAAACTACCACCACCACGCG 
GCAGGCCGAGGCAAACAGTACGCCTTGGCGGGGACGCCGAAGCGACTCCTTCTGTTCCAA 
GCTCAATGGTCCTTGCGTTTACGCTCGCGCGTGGGCTAACTAACGCAATTCGGCTTTTGG 
GCTGTCGAGAACCGAGAATTATTCTTCGCCTTGATAGATACTTTAAAACTTCTACTTAAT 
ATACTTTCTACAATTTTTGGTACATTCATATTATACTGAAAATTCGAAAAAGACAAGCAA 
ATAAACACAGATAGATCAACATGGCTGTATGTTAGAAAGATATTATAAATCCCAGTTAGA 
TGCTGAACTGATCAATAGCAAATTATAAACCACATCCATCTAAATGACCTTACCACCTAC 
AATTTGGATTTGAAATAGAAGCAATGTGTAAAATATAGGGAAAGGATTAGGAGTGTTAAC 
CATACTAAAATTTTTCTTATCCGAAACAGAAATCTAAAGTCGCCACTACGCAGATTAAAA 
TATGGTCATAAACTGCTTATTCTGAGAACTTTTGGTGGTCCAGCGTGGTTTATGTCAGGT 
GGTATTGCCTTGGATCCGTGAATGCATCATATTGATGAGTTTGAACATTGTTACTAACAT 
TTTTTACAATTGTACACTTCGTATGTGCACGATATGTTTCCCTTTTAATTAGGCTCAAAA 
GTCTTTCAGAATCAAGCAAAAAATGGCTAAGGCTAAGAAGCAAAACAGACCATTGCCACA 
ATGGATCAGATTGA6AACCAACAACACTATCCGTTACAACGCTAAGAGAAGAAACTGGAG 
AAGAACCAAGATGAACATCTAA 

YJL189W, 51 aa (SEQ ID NO 162) 

MAAQKSFRIKQKMAKAKKQNRPLPQWIRLRTNNTIRYNAKREUiWRRTKMNI 
YJL190C, 893 bp, CDS: 501-893 (SEQ ID NO 163) 

TCTCGACAGCCCAAAAGCCGAATTGCGTTAGTTAGCCCACGCGCGAGCGTAAACGCAAGG 
ACCATTGAGCTTGGAACAGAAGGAGTCGCTTCGGCGTCCCCGCCAAGGCGTACTGTTTGC 
CTCGGCCTGCCGCGTGGTGGTGGTAGTTTGAGCCGGAGCCTAAAACGCCCATAAGTTTTT 
TGAAAATCAAGCTAAAAAATGAAAAAAAAAAAAAGTTAAATTGGTACTGTGCGCCCATAC 
ATCACATACTTAAAAGTGTGTAATTCCTCTATACATCCACACCTCACTATTTGAAAAACT 
CAAATATTGAGGACGCGCGATTACCAGCGGCATGTTTACTCGCTGGAAGATGTGAAATAA 
TTCTTGAATATGGGTTTGCAGTTAGTCAATTTCAATCTAAATAATCTTAATCGACTATTC 
AATTCTTAAATTGTAAGGTTTTTTAATGGCCTTTCAGTTCTAGTATTTTTTATAAAACAA 
GACCAACATACATATCCAAGATGACCAGATCTTCCGTTTTAGCTGATGCTTTGAATGCCA 
TTAACAACGCTGAAAAGACCGGTAAGCGTCAAGTTTTAATCAGACCATCCTCCAAGGTCA 
TTATCAAGTTTTTGCAAGTTATGCAAAAGCACGGTTACATTGGTGAATTTGAATACATCG 
ATGACCACAGATCTGGTAAGATTGTTGTTCAATTGAACGGTAGATTGAACAAGTGTGGTG 
TTATTTCCCCAAGATTCAACGTTAAGATTGGTGACATTGAAAAATGGACTGCCAACTTGT 
TGCCAGCCAGACAATTCGGTTACGTCATCTTGACCACCTCTGCTGGTATCATGGACCATG 
AAGAAGCCAGAAGAAAGCACGTTTCTGGTAAGATTTTGGGTTTCGTTTACTAA 

YJL190C, 130 aa (SEQ ID NO 164) 

MTRSSVLADALNAINNAEKTGKRQVLIRPSSKVIIKFLQVMQKHGYIGEFEYIDDHRSGK 
IWQLNGRLNKCGVISPRFNVKIGDIEKWTANLLPARQFGYVILTTSAGIMDHEEARRKH 
VSGKILGFVY 

YJL197W, 4265 bp, CDS: 501-4265 (SEQ ID NO 165) 

CTTCTTCGGGGTTCCCCAATGTCACTGCCATCTCTAAAGTAGATAGAAAGGGCGATCGCT 

ATTTAAGTGTCATGACTTTCTTAACGAGAGGTGTTCCAGCTTCTATTTTGGCTTTCCTAT 

GTGTCATTACTCTAGGTTATGGTATCATGGCATCTGTTGTCAAGGGTAACGCAACCTCTG 

CGTAAGAGATACGTCTACGATAGCATGTAACAGCGTATATATAATCTATATGTATTCGAT 

TAATCCAACACTTCTGTTGTGTAGTCTAATGTTCGAAAAAAAGGTACGCTTCCCTGTTAT 

AATCAGGTATATTTCGTTATTCTTATAAGCTAAAAGATTAAAAATTTTTCCACTTTCCTT 

GAAATTTGGTCGGTTCGTGGAAAAATATTATTACGTATTGAAGAAGTGCATGAAGATAAA 

AGATGGGATTACTGGAAAAATAAAGGGAGGAAAATCCTGCAGAACGTTGTTGTTTCAATC 

GAAGGTTTCTTCATTCGAAAATGGGTTCTTCAGATGTTTCAAGTCGTGAATGTTCATTGG 

TTTATAATGAAGATCCCGATTTCACCGATGGCACAACACCATGTGATCGGTTGGGAGTGG 

ACTTGATGAATGTTCTAGATGACAAGGATGAAATAAAGCAAGAGTCTGTCCCAGTCTCAG 

ATCGTGAAATTGAGGATACGGAATCCGATGCTTCCGCTGTTTCTTCATTTGCTAGCGCTA 

ATGAGTTAATAGCTGAGCCACACGCTGCAAGTGAAACTAATCTTGGAACTAATGGTCAAG 

ATGGAAGAAATGTCTTAGAACAACAAAGAGACGTGGTTGCTAGACTAATAGAAGAAAACA 

AGGAAACGCAAAAAGAGGGTGATAAAGTCTGTATTGTCCCCAAGGTTTGGTACGATAAAT 

TTTTCGACCCCGATGTTACCGATCCTGAAGATATAGGCCCTATTAATACACGCATGATTT 

GCAGAGACTTTGAAAATTTTGTGCTTGAGGATTACAATAGATGTCCGTATCTGTCTATTG 
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CAGAGCCTGTTTTCAATTTTCTATCAGAAATTTACGGCATGACAAGTGGCTCTTACCCAG 

TGGTAACTAATTTGGTTATCAACCAAACCACAGGGGAGTTAGAGACAGAATACAATAAAT 
GGTTTTTCAGACTACATTACCTGACCGAAAAACAAGACGGGAGGAAAAGGAGGCATGGCC 
AGGACGATTCAATAATGTACCTCTCGATGTCTGCGTTGAATTTAGTACGTGATTTGGTTG 
AAAAGAGTATGAATCTGTTTTTTGAGAAAGCTGATCATCTAGACGTGAATGCGGTGGATT 
TTAAAATTTGGTTTGTGTCAGAGGGATCTGATATTGCCACAGATAGCAATGTTAGTACTT 
TTTTGAATTCTTCATATGAAATAACTCCGCTTCAATTTCTCGAACTACCGATAAAGAAAC 
TACTAATACCAGACATGTTTGAAAACCGTTTAGACAAGATAACTTCAAATCCGAGTGACC 
TTGTCATAGAAATTAAACCTATAGAAGGGAATCACCATTGGCCTTCAAACTATTTTGCTT 
ATAATAAACTCGAACCAGCATCAGGTACTACTGGTTTGGTCAATTTGGGAAATACATGTT 
ACATGAATTCTGCGTTGCAATGCCTGGTACACATTCCGCAGTTGCGTGATTATTTCCTTT 
ATGATGGTTATGAAGACGAAATCAATGAAGAAAATCCTCTTGGGTACCACGGCTATGTGG 
CTAGGGCATTTAGT6ACTTGGTTCAGAAGTTGTTTCAAAACAGGATGAGCATAATGCAAA 
6AAATGCTGCTTTCCCCCCTTCAATGTTCAAATCCACTATCGGGCACTTTAATTC6ATGT 
TTTCTGGTTATAT6CAACAGGATTCTCAAGAATTTTTAGCCTTCCTGTTAGACAGTTTAC 
ATGAAGATTTGAACAGGATAATAAAGAAAGAATACACAGAAAAACCATCATTATCTCCTG 
GTGATGACGTGAATGATTGGAATGTAGTCAAGAAACTGGCAGACGATACTTGGGAGATGC 
ATTTAAAGAGAAATTGTTCCGTTATAACGGATTTATTTGTCGGGATGTACAAATCAACGC 
TATATTGTCCCGAATGTCAAAATGTTTCTATAACGTTTGACCCGTATAATGATGTTACAT 
TGCCGCTTCCGGTTGATACAGTGTGGGATAAAACTATAAAAATTTTTCCCATGAACTCTC 
CACCACTTCTTCTTGAAGTTGAGTTAAGCAAATCGTCCACTTATATGGACTTGAAGAATT 
ATGTTGGTAAAATGTCGGGCCTAGATCCAAATACACTATTTGGCTGTGAGATTTTCAGTA 
ATCAAATCTATGTTAACTATGAGTCAACAGAGTCGAATGCTCAATTTTTAACCTTGCAGG 
AATTGATCAAACCTGCTGATGACGTTATTTTTTATGAATTACCAGTAACAAATGACAATG 
AAGTAATTGTTCCCGTATTGAATACTAGAATTGAAAAAGGCTACAAAAATGCAATGTTAT 
TTGGAGTCCCTTTCTTTATTACGTTAAAAGAAGATGAATTGAATAATCCAGGTGCAATAA 
GAATGAAATTGCAAAACAGGTTTGTCCATTTAAGTGGTGGGTATATCCCATTTCCTGAAC 
CTGTAGGAAATCGAACCGATTTTGCTGATGCTTTTCCATTATTAGTAGAAAAATATCCAG 
ATGTTGAATTTGAACAATATAAAGATATACTACAGTATACGTCTATTAAGGTGACTGACA 
AGGATAAATCCTTTTTTTCCATCAAGATTCTGTCTGTAGAAAAAGAGCAGCAATTTGCTA 
GTAATAACCGAACAGGGCCTAATTTCTGGACCCCTATCTCCCAGTTAAACCTTGACAAAG 
CTACAGATATAGACGATAAACTTGAAGATGTGGTGAAGGATATCTACAATTATTCATCCT 
TAGTAGATTGTGCTGAAGGGGTCCTTATGCAAGTGGATGATGAGGGAGATACCGAGGGTA 
GTGAAGCAAAGAATTTTTCCAAGCCCTTCCAATCGGGAGATGATGAAGAAAATAAAGAAA 
CTGTAACAAATAATGAAAATGTAAATAATACTAATGATCGGGATGAAGATATGGAACTAA 
CAGATGATGTTGAAGAAGATGCAAGTACAGAGCCAGAATTAACAGATAAGCCAGAGGCGT 
TAGATAAAATTAAGGATAGCTTGACTTCCACTCCGTTTGCGATTCTTTCTATGAATGATA 
TTATTGTTTGTGAGTGGAGCGAATTGGGTTCAAATGAGGCATTTTCCGATGATAAAATAT 
ATAACTGGGAAAATCCAGCTACTTTGCCTAACAAAGAGTTGGAGAACGCTAAGTTGGAAA 
GATCTAACGCTAAGGAAAGAACCATAACCTTGGACGATTGTCTCCAATTATTTTCCAAAC 
CAGAAATACTAGGATTAACCGATTCGTGGTACTGCCCTACATGCAAGGAACATCGTCAGG 
CTACCAAACAAATACAACTTTGGAATACACCAGATATTCTGCTAATTCACCTTAAAAGGT 
TTGAAAGTCAAAGGTCTTTTAGCGATAAAATTGATGCCACGGTTAATTTCCCCATTACAG 
ATTTGGATCTGTCGAGGTACGTTGTCTATAAAGATGATCCCAGAGGTTTAATCTATGACC 
TGTATGCAGTAGATAACCACTATGGTGGTTTGGGTGGTGGGCACTATACCGCGTACGTAA 
AGAATTTTGCCGACAATAAATGGTACTATTTTGATGATTCTCGAGTAACTGAAACTGCGC 
CAGAAAATAGTATAGCTGGATCGGCTTATTTGCTATTTTACATTCGCCGTCATAAAGATG 
GCAATGGATTAGGCAGCTCTAAACTACAGGAAATAATCCAAAAGTCACGCCACGGATATG 
ATGAGCGTATCAAAAAGATATACGATGAACAGATGAAGTTGTATGAATTTAATAAGACTG 
ACGAGGAGGAAGATGTTTCTGATGATATGATAGAATGTAATGAAGATGTGCAGGCCCCTG 
AATATAGTAATCGTAGTTTGGAGGTTGGGCATATTGAAACTCAGGACTGCAACGACGAAG 
ATGACAATGATGATGGTGAGAGGACAAATTCAGGTAGGAGAAAGTTAAGATTGTTGAAAA 
AAGTCTACAAGAATAATTCAGGCTTGGGTTCATCGAGTACGTCTGAAATATCTGAGGGAT 
GCCCAGAAAACGAAGTCGCTGATTTGAATTTAAAAAATGGTGTGACACTAGAATCGCCAG 
AATAA 

YJL.197W, 1254 aa (SEQ ID NO 166) 

MGSSDVSSRECSLVYNEDPDFTDGTTPCDRLGVDLMNVLDDKDEIKQESVPVSDREIEDT 
ESDASAVSSFASANELIAEPHAASETNLGTNGQDGRNVLEQQRDWARLIEENKETQKEG 
DKVCIVPKVWYDKFFDPDVTDPEDIGPINTRMICRDFENFVLEDYNRCPYLSIAEPVFNF 
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LSEIYGMTSGSYPVVTNLVINQTTGELETEYNKWFFRLHYLTEKQDGRKRRHGQDDSIMY 
LSMSALNLVRDLVEKSMNLFFEKADHLDVNAVDFKIWFVSEGSDIATDSNVSTFLNSSYE 
ITPLQFLELPIKKLLIPDMFENRLDKITSNPSDLVIEIKPIEGNHHWPSNYFAYKFKLEPA 
SGTTGLVNLGNTCYMNSALQCLVHIPQLRDYFLYDGYEDEINEENPLGYHGYVARAFSDL 
VQKLFQNRMSIMQRNAAFPPSMFKSTIGHFNSMFSGYMQQDSQEFLAFLLDSLHEDLNRI 
IKKEYTEKPSLSPGDDVNDWNVVKKLADDTWEMHLKRNCSVITDLFVGMYKSTLYCPECQ 
WSITFDPYNDVTLPLPVDTVWDKTIKIFPMNSPPLLLEVELSKSSTYMDLKNYVGKMSG 
LDPNTLFGCEIFSNQIYVNYESTESNAQFLTLQELIKPADDVIFYELPVTNDNEVIVPVL 
NTRIEKGYKNAMLFGVPFFITLKEDELNNPGAIRMKLQNRFVHLSGGYIPFPEPVGNRTD 
FADAFPLLVEKYPDVEFEQYKDILQYTSIKVTDKDKSFFSIKILSVEKEQQFASNNRTGP 
NFWTPISQLNLDKATDIDDKLEDWKDIYNYSSLVDCAEGVLMQVDDEGDTEGSEAKNFS 
KPFQSGDDEENKETVTNNENVNNTNDRDEDMELTDDVEEDASTEPELTDKPEALDKIKDS 
LTSTPFAILSMNDIIVCEWSELGSNEAFSDDKIYNWENPATLPNKELENAKLERSNAKER 
TITLDDCLQLFSKPEILGLTDSWYCPTCKEHRQATKQIQLWNTPDILLIHLKRFESQRSF 
SDKIDATVNFPITDLDLSRYWYKDDPRGLIYDLYAVDNHYGGLGGGHYTAYVKNFADNK 
WYYFDDSRVTETAPENSIAGSAYLLFYIRRHKDGNGLGSSKLQEIIQKSRHGYDERIKKI 
YDEQMKLYEFNKTDEEEDVSDDMIECNEDVQAPEYSNRSLEVGHIETQDCNDEDDNDDGE 
RTNSGRRKLRLLKKVYKNNSGLGSSSTSEISEGCPENEVADLNLKNGVTLESPE 

YJL198W, 3149 bp, CDS: 501-3149 (SEQ ID NO 167) 

TGTCGTATTTCCACTGATTTGGATGTATGTTGCATGGTGCTAGATTGTGAATAAATCATT 
TCCACTGGTTTCTAGCAGAGGTAAGAAAATCAGTAGTAGCGGCAGCAGCCAAGAAAAATG 
GCAGCCTGGCAAGCAGCGAAGGCCATCTGTGCTGCATTTCCACACTCCTTGTATGACTGC 
ATAGGCATAAAGAGGTGCCTTGCTGTAGGCGTATATGATCCTAAGCAACAGAGAAACCAC 
GGTTCTCTTCTCTTCTTATTTCGTTATTGTCTTCCCTTTTTACTATGGGTAAAGTCGCCC 
TAAAGCGGGGCGCTCACAATATCGCCGCAGCTACAGCCGTTTTTTTTTTTTTTGTTTTTT 
TTTGCGCTGCTTCTCGAAGAATGAATGGCTCACTGAAAAATTTT6ATTCATCGATATAAA 
GAACACTGTTCACTTCGATGTCATCCGGCCAATAAAGTTGTTTTTAGGATAAACGAGTAA 
GTGGTAGCTGGTACAGGATCATGAGATTTTCACACTTCTTGAAGTACAATGCTGTCCCAG 
AATGGCAAAACCATTATATGGACTACAGCGAGCTGAAAAATCTTATTTACACGCTACAAA 
CAGATGAACTTCAGGTTGGTGATAACGAAGAAGGATTTGGCGCAGGAAAGAGCTCTAACA 
TTACAGATAGGTTCAAAAACAAGTTTTCTTTTAAAAATGCGAAGGAAGATACGTCTTCCG 
GTATGAACAAAGATGCAGGCATCGTTGAGGAAACCATCGAGTTGC6A6AGTTGCCTACTG 
CTCAGACGGTCGCTGCCAAACCTTCTCCTTTCAGAA6AATGAAGGAAAAGATATTTTACA 
AAAGAAGGTCGTCTTCCGCATCGTCCGTCTCCTCCACGGCCAACGAAAATCTGCAATTAG 
ACACTTATGATACGTTTGTTGGTGATTTAACAGCTGAAAAACAGAAAGTAGATGATTTTT 
ATAAGAGGACAGAAGCGAAGTTCTACGACAAATTTGACGCGCTGGTGAAGGACCTGAAGA 
AAATCGGAGTTATAGAATACGATATCGACGATGATACTCTGTTTAACGAACCGATTGCCA 
GCACAAATGACGAAGTTCCCCCACTAGACTTGGATGATGACGAAGACGACGACGAATTTT 
ACGATGATCAATCTAATATTGAAGATAATACTGCTTTGCTGCATCATTCGCAGTATAACA 
TTAAGTCTCAGAAAAAATCGCTGTTGAAGAAGTCGATCGTAAACCTATATATCGATCTTT 
GCCAGTTGAAGTCGTTCATCGAATTGAACCGCATTGGGTTTGCAAAAATTACAAAGAAAT 
CAGACAAAGTTCTTCACTTGAATACAAGAACCGAACTGATCGAATCGGAGCAGTTTTTCA 
AAGACACATATGCATTCCAGGCAGAAACGATCGAATTGCTAAATTCCAAAATTTCCCAGC 
TAGTCACATTTTATGCGCGCATCACTGACCGGCCTCATAATATCTCGCATAGCAAGCAAG 
AGTTGAAATCCTACCTGCATGACCACATTGTTTGGGAAAGAAGTAACACTTGGAAAGACA 
TGTTGGGACTGCTATCGCAAGCTGACGAGTTGACACCAAAGGAAACAGAATATAATGCAA 
ATAAGCTGGTAGGCAAGTTAGATTTGGAATACTACAGATGGCCACTACCCAGACCGATAA 
ACTTAAAATTCACTAGTATAAACAACGTTGCACTACCGAAATTATTTTTCACCAAGAAAG 
CATACAAGATTTACTTTATTATTCTAGTCACTGGACTCTTGTTAGGAATAAAGACCTTCA 
ACGACGCTGCTCAGCACCGCTGCATGGCCCTTGTCGAGTGTGTCGCCTTTTTGTGGGCTA 
GTGAGGCCATCCCATTACACATTACAGCATTCCTTGTACCACTACTTGTAGTCCTTTTCA 
AAGTCCTAAAAACCTCCGACGGGGCTATAATGAGTGCTGCAAGCGCTTCATCAGAAATTT 
TGGCCGCCATGTGGTCTTCTACAATTATGATTCTGCTGGCAGGTTTTACTTTGGGTGAAG 
TACTTGCACAATATAACATCGCCAAAGTTCTTGCCTCGTGGTTGTTGGCCTTCGCTGGTT 
GTAAACCCAGAAACGTTCTTTTAATGGCAATGTGTGTCGTGTTCTTCCTATCAATGTGGA 
TTTCCAATGTCGCAGCACCTGTTCTAACATATTCGTTGTTATCTCCCCTATTGGATGCCA 
TGGATGCAGATAGCCCATTTGCGCAAGCATTGGTGTTAGGTGTAGCGTTGGCTGCAAATA 
TCGGTGGTATGTCTTCACCAATCTCTTCACCTCAAAACATCATTTCCATGTCGTACTTGA 
AACCCTATGGTATTGGCTGGGGCCAATTCTTTGCTGTTGCATTGCCATCTGGTATCCTGG 
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CCATGCTTTTGGTTTGGATTTTATTGTTCACTACTTTCAAGATGAATAAGACCAAATTGG 

AAAAATTTAAGCCTATTAAGACGAAATTCACAGTTAAGCAGTATTATATCATTACTGTCA 
CTGTGGCCACTATTTTGTTGTGGTGTGTGGAAAGCCAGATTGAAGGTGCTTTTGGGTCAT 
CAGGTCAAATTGGAATCATTCCCATCGTTTTGTTTTTTGGTACCGGATTACTATCAACAC 
AAGATTTAAATGCCTTTCCGTGGTCAATCGTTATTTTGGCAATGGGAGGTATTGCTTTGG 
GGAAGGCCGTCTCATCCTCGGGTTTGCTATCAACCATTGCAAAAGCATTACAAAAGAAAA 
TTGAGAATGATGGTGTTTTTGCCATTCTATGTATTTTCGGTATCCTGATGTTGGTTGTGG 
GTACTTTCGTCTCGCATACAGTATCCGCTATTATCATCATTCCCTTGGTGCAAGAAGTTG 
GTGACAAGCTTGGCAACCCCAAAGCTGCTCCTATCCTTGTTTTCGGTTGTGCATTATTGT 
CATCCTGTGGTATGGGACTAGCTTCTTCGGGGTTCCCCAATGTCACTGCCATCTCTAAAG 
TAGATAGAAAGGGCGATCGCTATTTAAGTGTCATGACTTTCTTAACGAGAGGTGTTCCAG 
CTTCTATTTTGGCTTTCCTATGTGTCATTACTCTAGGTTATGGTATCATGGCATCTGTTG 
TCAAGGGTAACGCAACCTCTGCGTAA 

YJL198W, 881 aa (SEQ ID NO 158) 

MRFSHFLKYNAVPEWQNHYMDYSELKNLIYTLQTDELQVGDNEEGFGAGKSSNITDRFKN 
KFSFKNAKEDTSSGMNKDAGIVEETIELRELPTAQTVAAKPSPFRRMKEKIFYKRRSSSA 
SSVSSTANElSnjQLDTYDTFVGDLTAEKQKVDDFYKRTEAKFYDKFDALVKDLKKIGVIEY 
DIDDDTLFNEPIASTNDEVPPLDLDDDEDDDEFYDDQSNIEDNTALLHHSQYNIKSQKKS 
LLKKSIVNLYIDLCQLKSFIELNRIGFAKITKKSDKVLHLNTRTELIESEQFFKDTYAFQ 
AETIELLNSKISQLVTFYARITDRPHNISHSKQELKSYLHDHIVWERSNTWKDMLGLLSQ 
ADELTPKETEYNANKLVGKLDLEYYRWPLPRPINLKFTSINNVALPKLFFTKKAYKIYFI 
ILVTGLLLGIKTETTOAAQHRCMALVECVAFLWASEAIPLHITAFLVPLLWLFKVLKTSD 
GAIMSAASASSEILAAMWSSTIMILLAGFTLGEVLAQYNIAKVLASWLLAFAGCKPRNVL 
LMAMCVVFFLSMWISNVAAPVLTYSLLSPLLDAMDADSPFAQALVLGVALAANIGGMSSP 
ISSPQNIISMSYLKPYGIGWGQFFAVALPSGILAMLLVWILLFTTFKMNKTKLEKFKPIK 
TKFTVKQYYIITVTVATILLWCVESQIEGAFGSSGQIAIIPIVLFFGTGLLSTQDLNAFP 
WSIVILAMGGIALGKAVSSSGLLSTTAKALQKKIENDGVFAILCIFGILMLWGTFVSHT 
VSAIIIIPLVQEVGDKLGNPKAAPILVFGCALLSSCGMGLASSGFPNVTAISKVDRKGDR 
YLSVMTFLTRGVPASILAFLCVITLGYGIMASWKGNATSA 

YJR049C, 2093 bp, CDS: 501-2093 (SEQ ID NO 169) 

ACTGCCATCTCTTCCATTCTTTGAAAAGATTATTAAGTTCGTCGTTAAGTTCCGCAATCT 

GCATTTCATTTAAAGACGGATCATATATTCTTGTGCTTTTTTGTTTTATCTCTTTACTTA 

CTTGTCGCTTCCATTCGTTGGCCTCTTTTATGGATTTTACCTTAGACACGTTCCTGGGCC 
TCTGGTAACGTGAATAATCCTTGTATCCACCTGCCGACTCTGCTTGCTGCTCTTGAAATC 
GTACCAGAACTGAGTTGGCCTTATCTACATTTCTACTCATTTTGAATGCACAGGTATCTG 
ATTACTGATGTGGTGCGCCTTGCGATATAACGGTGTGTCACTTTTATTTGCTCTTTCATG 
CATCCTGAAATTATTTCACCGCACTACGCAAAGAGAACGGAGAAAAAGGTATAATAGGGC 
AAATGATCATTGACATCGTGATCGTAAGCCAAAAAAAAATACAATAGGCTCCCTAAATAA 
GTAGAGTAAAAGCTCTTGAGATGAAGGAGAATGACATGAATAATGGCGTAGATAAATGGG 
TAAATGAGGAAGATGGTCGAAATGATCATCATAACAACAATAATAACTTGATGAAGAAGG 
CCATGATGAACAATGAGCAAATTGATAGAACTCAGGATATCGACAACGCCAAAGAAATGT 
TGAGGAAAATATCAAGTGAAAGCAGCTCGCGCAGAAGCTCCCTGTTGAATAAAGATTCAT 
CTCTCGTGAACGGCAATGCAAACAGTGGCGGTGGTACGAGCATTAACGGAACAAGAGGAA 
GTTCTAAGAGTAGTAATACACACTTTCAGTATGCCTCCACGGC6TATGGTGTAAGAATGT 
TGAGTAAAGATATATCTAATACCAAAGTGGAACTGGATGTGGAAAATTTGATGATTGTTA 
CGAAACTCAACGATGTCTCACTGTATTTCTTAACAAGAGAGTTGGTAGAATGGGTTTTGG 
TACATTTTCCACGTGTGACTGTTTATGTGGATTCCGAATTGAAAAACAGCAAAAAATTTG 
CCGCTGGCGAGTTATGTGAAGATAGTAAATGTAGAGAATCAAGGATCAAGTATTGGACAA 
AGGATTTCATCAGGGAACATGATGTTTTCTTCGATTTGGTAGTGACTTTGGGTGGCGACG 
GTACTGTTCTTTTTGTAAGTTCCATTTTTCAGAGACATGTACCACCCGTTATGTCGTTTT 
CATTAGGGTCTCTAGGATTTTTAACAAATTTTAAGTTTGAACATTTCAGGGAGGATTTAC 
CTCGGATTATGAATCATAAAATCAAGACAAATTTACGGTTGAGGTTGGAGTGCACAATTT 
ATCGTAGACACCGCCCTGAAGTAGACCCAAACACGGGGAAGAAAATATGTGTGGTGGAAA 
AACTAAGCACACACCACATTTTGAACGAAGTGACCATCGATCGTGGTCCAAGTCCTTTTC 
TATCCATGTTAGAATTGTATGGTGACGGCTCATTAATGACCGTTGCGCAGGCGGACGGAC 
TGATTGCTGCTACTCCGACTGGGTCCACGGCCTATTCTTTGAGTGCAGGTGGGTCATTGG 
TATGCCCAACCGTCAATGCAATCGCTTTAACACCCATTTGTCCACATGCATTGAGTTTCA 
GACCCATCATCTTACCAGAAAGTATAAATTTAAAAGTGAAAGTCTCGATGAAGTCAAGGG 



wo 01/02550 



59/161 



PCT/BEOO/00077 



CTCCAGCATGGGCGGCTTTTGATGGGAAAGATAGAATTGAATTGCAAAAAGGTGATTTTA 
TAACCATATGCGCCAGCCCATATGCTTTTCCAACCGTGGAAGCCTCGCCCGATGAGTTTA 
TTAACAGTATCAGTCGACAACTAAACTGGAATGTGAGGGAACAACAAAAGTCCTTTACGC 
ATATTTTGTCCCAAAAGAACCAAGAAAAATATGCACATGAGGCGAACAAAGTCAGAAATC 
AAGCAGAACCTTTAGAGGTAATAAGAGATAAATACTCTCTGGAAGCAGACGCTACTAAGG 
AAAACAACAACGGAAGCGATGATGAGAGCGACGATGAGAGTGTAAACTGCGAAGCTTGCA 
AATTAAAGCCTTCGAGCGTCCCAAAACCTTCTCAAGCAAGGTTTTCAGTATAA 

YJR049C, 530 aa (SEQ ID NO 170) 
MKENDMNNGVDKWWEEDGiymHHNNNmLMKKAMMK^ 

SSSRRSSLLNKDSSLVNGNANSGGGTSINGTRGSSKSSNTHFQYASTAYGVRMLSKDISN 
TKVELDVENLMIVTKLNDVSLYFLTRELVEWVLVHFPRVTVYVDSELKNSKKFAAGELCE 
DSKCRESRIKYWTKDFIREHDVFFDLWTLGGDGTVLFVSSIFQRHVPPVMSFSLGSLGF 
LTNFKFEHFREDLPRIMNHKIKTNLRLRLECTIYRRHRPEVDPNTGKKICWEKLSTHHI 
LNEVTIDRGPSPFLSMLELYGDGSLMTVAQADGLIAATPTGSTAYSLSAGGSLVCPTVNA 
lALTPICPHALSFRPIILPESINLKVKVSMKSRAPAWAAFDGKDRIELQKGDFITICASP 
YAFPTVEASPDEFINSISRQLNWNVREQQKSFTHILSQKNQEKYAHEANKVRNQAEPLEV 
IRDKYSLEADATKENNWGSDDESDDESVNCEACKLKPSSVPKPSQARFSV 

YKR094C, 1255 bp, exonl : 501-508, intronl: 509-876, exon2 : 
877-1255 (SEQ ID NO 171) 

AGGTTGTGTTCTTCAATGATGGGCAATGCAATTTGGCGTTAAGCGCCTGAGCAATAAGGT 
AACAGCGAAATTTATGACATATTATTTCGAACCTTTTACAAACTAGTAGATTTAGTGATT 
TATTACCTATTGGCATTCATTTGTGTTCTATATGTGGATGAGGATAGCCGCCTTTCTTCT 
CATCGGAGGCCATATCATCTTTCGACAATCCTTTTTAAATACTATTTCCATCCGTGCCTC 
TAATAGATTTGTGTAGTTGTCTGGGTGCAATCTTTCCATTTTTGCTGAACTTTTTTTTTT 
TTTTCATGTTTTTCAGATTCTGAAGTACCGCAATAGGATATGGCGGATAATCCGCCATAT 
GATCCGCCTCATACTAGCCATTACCCATCTATCCCAGGCATTATGGGTATGCAACTCATA 
ATCTCAAATACACAAATAAGAGCAACCTTATATATCACTTTTTCCCGTTCAGCAAGAGGT 
AAAGCCACCAAAGGTTCAAAATGCAAATGTATGTTACGGCGAATACAGAATACTATGTTC 
GAAATAATATGAGGATTATACGATAGCAAAAAAGCCATAAACGAAAGACATAAATGGAAA 
ATGATTGACAAGCTCACAATTTATTAAACAAGTAGCAATTGAGAAAAACTATTACTCGCG 
GCAAGCTTCTGAGTTTACATTAAATCTGTAGAGCAAATTGAAAATGTCGCATATGTGCTG 
AAGGGTTTGTTTGTTCCATCTTATTTTGCATAACATAGTTATATTTACTTGGTCGCATAA 
AAAATATTTTTTACTAACGTGAAGTTTCTTTCTTTATGATGTACGCACGCACGTCTGTGC 
TTACTCCATAAATGAACTTATTCCAATTTTGTACAGCTTCGTTAAGACTTTGACTGGTAA 
GACCATCACTTTGGAAGTTGAATCTTCTGACACCATTGACAATGTCAAGTCCAAGATCCA 
AGACAAGGAAGGTATCCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCAATTGGA 
AGACGGTAGAACTCTATCTGACTACAACATCCAAAAGGAATCCACTTTACATTTGGTCTT 
GAGATTAAGAGGTGGTATCATTGAACCATCTTTGAAAGCCTTGGCTTCCAAATACAACTG 
TGACAAATCTGTTTGTCGTAAATGTTACGCCAGATTACCACCAAGAGCTACCAACTGTAG 
AAAGAGAAAGTGTGGTCACACCAACCAATTGCGTCCAAAGAAGAAGTTGAAATAA 

YKR094C, 128 aa (SEQ ID NO 172) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGIIEPSLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQ 
LRPKKKLK 

YLR040C, 1175 bp, CDS: 501-1175 (SEQ ID NO 173) 

AGCTCTCAAACAACTAATACTATAAGTTCAAGTACAAGCACAGGAGGTGTAGGTTCAGTC 

AAGCCATGTCTTTACTTCGTTTTAATGTTAGAAACAATCGCTTATTTGTTTTCTTAAACA 

AATATATTAGGTTCAAGGTCTTCGCAGGTGTAAGAAAACCCGTGGTCTCCATATTCTTAA 

GTATGATAAATAAAAAAAAACTTAATAAATTATTAATTGCTTCAAACCTTTTTCTTTTTT 

TAGTTTTTAATATTTCAAACGTTATCTTCATTGAACGCCCAAATAGGGAAAAATCCTGGC 

AAATTTTTTATTGCTGTCATCCAAGGCTATGCTAGAAAATTCAAGAGCTTGGATGATTTA 

AAAAGACACTCTCAATCGAGAAAGTTTATTCTTTGTTATTCTGCTTTACCTGATCATATT 

CCGGCGTATTGTTTCTAATCAAGTGATTTCGATATCCAGTTACGAACCATTTACAACATT 

CCTGAAAATATTGCGTATCAATGATATTTGCTCCTTCTTTCTCCCTCATTAAAAATATTC 

TCCTGGTAAGCTTTCTAATCAGCCACAGTTTTGCTGCCAAAACTTTAACGTCTAGTTCCA 

ATGACGATACACTTGCCAGGTCCGCAGCTGCAGATGCAGACATGGCATTCTTCATGGAGT 
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TTTTAAACGATTTCGACACCGCTTTTCCACAGTATACCTCATACATGATGCAAAACCATT 
TAACCCTACCTCAACCTGTTGCTGACTACTACTATCACATGGTTGATTTGGCCTCAACAG 
CAGATTTACAATCTGATATTGCTCAGAGTTTTCCGTTCACTCAATTCCAAACATTCATTA 
CGGCCTTTCCATGGTATACCTCTTTGCTAAACAAAGCCTCCGCCACCACCATATACCTTC 
CCCAACACTTCATAACAGGTGAGACAGAAGCTACCATGACTAACTCATCTTATGCCAGCC 
AAAAAAACTCCGTTTCCAATTCTGTTCCTTTCTCGACAGCGAACGCAGGCCAGTCCATGA 
TTTCCATGGCTAATGAAGAAAACAGTACAACAGCACTTATATCCGCATCAAACTCTTCTT 
CAACATCCAGAACTAGTCAATCACAGAATGGTGCCCATGCCAAAAGCTTATATTTCCCCA 
TGGCGTTGTTCGGAATCTTTGCAGTTGCCCTTTAA 

YLR040C, 224 aa (SEQ ID NO 174) 

MIFAPSFSLIKNILLVSFLISHSFAAKTLTSSSNDDTLARSAAADADMAFFMEFLNDFDT 
AFPQYTSYMMQNHLTLPQPVADYYYHMVDLASTADLQSDIAQSFPFTQFQTFITAFPWYT 
SLLNKASATTIYLPQHFITGETEATMTNSSYASQKNSVSNSVPFSTANAGQSMISMANEE 
NSTTALISASNSSSTSRTSQSQNGAHAKSLYFPMALFGIFAVAL 

YLR048W, 1618 bp, exonl : 501-590, intronl : 591-949, exon2 : 
950-1618 (SEQ ID NO 175) 

GCACCCTTTTTCTTTTTCAATAACAAAAAAGAGCTTGGGCATTACGTTTTCAACACTTTT 
AATATTTCCCTTTTTACATCCGTACATATAAAATGTAAACCCATGCATTCATGACAATTT 
TACCTATTTCTTAAAGGCCTTTGTCACTTCTTTATGGGAATGGCGCTACTTTAATTTTCC 
GCCTACTTTGAAAAATTTACCAAGGCGAAATTGAGTGCGCTAGGCGGAAGTTCCAGGGCA 
CGGTCACCGAACCTTTGTGCTGTTTCGAACGAGGGTCCCGCTGGAGGTTGACGGACGCGG 
GAGGAGCTGGAAAGATGGAATGGAAGGACTGCAACACTCAGTAAGAAGGTTCGTGGTAGG 
GAACATCACCTTCTCTAGTTCCTGTAAAAATAATATGATCAAGTTTGAATCCTCGTATTG 
AAAAATCGCGAGTTATTAAGTGTGTAATTTAGAATACCGAAATAGCACAAGAAGAGATAA 
GATAAGATACTGATAGGATAATGTCTTTACCAGCTACTTTTGATTTGACTCCAGAGGATG 
CCCAACTTTTGTTGGCCGCTAACACCCATTTAGGTGCTAGAAACGTTCAAGTATGTACAC 
ATATCCCATACGATTATGTTCTATAGATGATAATAGGTCTCGAAAAGAATATGTCCCCGA 
TTTAATCATATTTGGAGGTCAGAGGACCAAAGGTAATTTCAGAGGAATTTTGAACACGCC 
GGGTTTAGAAGAGTTAGAATTTCACTTCTTAGTGAGGGTAAGGAGAAGAAACTCAATAAG 
AATATACATCCTCGACTGTGTCAAAGATTATGAACTCCGATGAAACAGTAAAACGTCAAA 
AAATTCCACGGGATATAATTCGGTACTTTATTGGATATGGAAGAAAACATTATATATGCA 
CAAATGAACGCTCTTACTAACATAATTTATCTTTCCTCTCTTTTTTTAGGTCCACCAAGA 
ACCATACGTTTTCAATGCTAGACCAGATGGTGTTCACGTTATCAATGTTGGTAAGACCTG 
GGAAAAGTTGGTTTTGGCTGCTAGAATTATTGCTGCCATTCCAAACCCAGAAGATGTTGT 
TGCCATCTCTTCCAGAACCTACGGTCAAAGAGCTGTCTTGAAATTTGCTGCTCACACTGG 
TGCTACTCCAATCGCCGGTAGATTCACTCCAGGTTCTTTCACTAATTACATCACCCGTTC 
TTTCAAGGAACCAAGATTGGTTATTGTTACCGACCCAAGATTAGACGCTCAGGCCATTAA 
GGAAGCTTCTTACGTTAACATTCCAGTCATTGCTTTGACTGATTTGGACTCCCCATCTGA 
ATTTGTTGATGTCGCCATCCCATGTAACAACAGAGGTAAGCACTCCATCGGTTTAATCTG 
GTACTTGTTGGCTAGAGAAGTTTTGAGACTAAGAGGTGCTTTGGTCGACAGAACTCAACC 
ATGGTCCATCATGCCAGATTTGTACTTCTACAGAAACCCAGAAGAAGTTGAGCAAGTTGC 
TGAAGAAGCTGCTGCCGCTGAAGAAGGTGAAGAAGAAGAAGTTAAGGAAGAAGTCACTGA 
AGGTCAAGCTGAAGCTACTGAATGGGCTGAAGAAAATGCAGACAACGTTGAATGGTAA 

YLR048W, 252 aa (SEQ ID NO 175) 

MSLPATFDLTPEDAQLLLAANTHLGARNVQVHQEPYVFNARPDGVHVINVGKTWEKLVLA 

ARIIAAIPNPEDWAISSRTYGQRAVLKFAAHTGATPIAGRFTPGSFTNYITRSFKEPRL 
VIVTDPRLDAQAIKEASYVNIPVIALTDLDSPSEFVDVAIPCNNRGKHSIGLIWYLLARE 
VLRLRGALVDRTQPWSIMPDLYFYRNPEEVEQVAEEAAAAEEGEEEEVKEEVTEGQAEAT 
EWAEENADNVEW 

YLR088W, 2345 bp, CDS: 501-2345 (SEQ ID NO 177) 

CTTCCCATGTAGAATATCATTGTCAAACATACTACTACCGTGAGAATCCAATCTACTAAA 

AAGACCCAGCTAAAGTCCTTTTGGTGTGTCAATGGAACACCACGTAATTGTGAAATAGCT 

TCCATGCTTGCTAACTTATTACCGTCAATAGAAGACTTGAGTCAGGTGGCTTTAATGAGT 

ACTATTCTTTTTTTTTTTCCAAAGAGCACTATGTTGATAATACCGCAGTAATTTTTTTTG 

AGTATCCTGTAGCCTAGAAAGGTTGAAGCTTATAAAACCGTGCCAACAGCTTTATAGTGG 
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GGAGTTTGGCTTCCCTCTATTTGTATATTGATCGCCATCCCTACGAAGTTATTGGGAACG 
CATCGTGAACCTCTCACTTTAATGCCAGCGGTAGAAAAAAAAGTCATAAACAATACACGC 
CGGCTACACTTAGAAAGAAATGACATTTGCTGTCTTATAAAAGGACTTGACAGACCAAAG 
ACGCGTATAATACACCAAGAATGGCCTTATTGGAGAAGTTGCATCGAAGGATTGTTGATA 
TGGGGCTTGTCCCGCGTATAATCGCCTTATTACCAGTTATTTCCATGCTATGCGCTCTAT 
TTGGGTTTATTTCTATAGCTATTCTGCCTATGGATGGACAGTACAGAAGAACATACATTT 
CTGAGAATGCATTGATGCCTTCACAAGCGTATAGTTACTTTAGAGAATCTGAATGGAACA 
TTTTGAGGGGCTATCGATCTCAAATTAAAGAAATGGTAAACATGACTTCTATGGAAAGAA 
ACAATTTGATGGGTTCTTGGTTACAAGAATTTGGTACTAAGACTGCTATTTACGAAAATG 
AACAATATGGAGAAACATTGTACGGTGTAATGCACGCTCCTAGGGGTGATGGAACAGAAG 
CGATGGTGCTTGCCGTTCCATGGTTTAATTCAGATGATGAATTCAATATTGGCGGCGCAG 
CTTTGGGTGTATCTTTAGCAAGATTTTTCTCACGTTGGCCAGTATGGTCCAAGAATATAA 
TTGTTGTCTTCAGCGAAAATCCTCGTGCAGCATTAAGATCAT6GGTTGAGGCATACCATA 
CTTCCTTAGATTTGACTGGTGGTTCCATTGAAGCTGCTGTTGTGTTGGATTATTCGAGTA 
CGGAAGATTTCTTCGAGTATGTAGAAATCTCATACGACGGTCTGAATGGTGAGCTGCCCA 
ATTTGGATCTTGTCAACATCGCTATATCCATTACGGAACATGAAGGTATGAAAGTTTCTT 
TGCACGGTCTACCCAGTGATCAGTTAACTAATAATAATTTCTGGTCAAGATTAAAAATAT 
TATGCCTGGGAATAAGGGATTGGGCGTTGTCCGGTGTTAAAAAGCCCCATGGTAACGAGG 
CATTTAGCGGCTGGAGGATTCAATCTGTAACATTGAAAGCACATGGAAACAGTGGTCATG 
ATATTACTACATTTGGACGTATACCCGAAGCAATGTTTCGCTCTATTAATAACCTTTTGG 
AAAAATTTCACCAATCGTTCTTCTTTTATTTGTTATTAGCACCACGTCAGTTCGTATCCA 
TTAGTAGTTATTTGCCAAGCGCTGTGGCTTTATCTATAGCATTCGCCATAAGTTCATTAA 
ATGCATTTATAAACAATGCTTATGCAAATATATCCTTATTTTCCGAGTATAATTTGGTAG 
CGTTGTTGGTTTGGTTCGTGTCATTGGTGATATCATTTGTTGTTTCACAAGCGTTTCTTC 
TAATACCTTCATCGGGATTATTGATGACAATTAGCATGGCATCTTGTTTTTTACCTTTGA 
TACTTTCCAGAAAAATTCACATCTCAGAACCACTATCATACAGGTTGAAAAATGTTGCTT 
TTTTATATTTCAGTTTGGTTTCAACATCTTTGCTAATGATAAACTTTGCAATGGCTTTAC 
TGATCGGCACATTGGCATTTCCTATGACATTTGTGAAGACCATTGTTGAAAGTTCTAGCG 
AACATGAGGTGACAACTCAATCCTCTAACCCAATAAAAACTGAGCCGAAAGATGAGATAG 
AGCTCGTCGAGAATCACATGGATACAACGCCAGCAACCCCCCAACAACAGAAACAAAAAC 
TAAAAAATTTAGTACTATTAATTTTGACAAATCCATTTATTTCAATAACCTTATTCGGAC 
TATTTTTTGATGATGAATTTCATGGATTTGATATAATAAACAAACTGGTTTCAGCATGGT 
TGGATTTGAAATGTTGGAGTTGGTTTGTACTTTGTATAGGTTGGCTTCCATGTTGGCTAT 
T6ATATTAGCGTCATCGTTTGAATCTAAATCTGTCGTAGTAAGGTCGAAAGAAAAGCAAA 
GTTAG 

YLR088W, 614 aa (SEQ ID NO 178) 

MALLEKLHRRIVDMGLVPRIIALLPVISMLCALFGFISIAILPMDGQYRRTYISENALMP 
SQAYSYFRESEWNILRGYRSQIKEMVNMTSMERNNLMGSWLQEFGTKTAIYENEQYGETL 
YGVMHAPRGDGTEAMVIiAVPWFNSDDEFNIGGAALGVSLARFFSRWPVWSKNIIVVFSEN 
PRAALRSWVEAYHTSLDLTGGSIEAAWLDYSSTEDFFEYVEISYDGLNGELPNLDLVNI 
AI S I TEHEGMKVS LHGLP SDQLTNNNFWSRLKI LCLGIRDWALSGVKKPHGNEAF SGWRI 
QSVTLKAHGNSGHDITTFGRIPEAMFRSINNLLEKFHQSFFFYLLLAPRQFVSISSYLPS 
AVALSI AFAI SSLNAF INNAYANI S LF S EYNLVALLVWFVSLVI SFWSQAFLLI PS SGL 
LMTISMASCFLPLILSRKIHISEPLSYRLKNVAFLYFSLVSTSLLMINFAMALLIGTLAF 
PMTFVKTIVESSSEHEVTTQSSNPIKTEPKDEIELVENHMDTTPATPQQQKQKLKNLVLL 
ILTNPFISITLFGLFFDDEFHGFDIINKLVSAWLDLKCWSWFVLCIGWLPCWLLILASSF 
ESKSVWRSKEKQS 

YLR159W, 845 bp, CDS: 501-845 (SEQ ID NO 179) 

TCCGTCCCAAAGATAGCTTGATCATCCTAAGCGGGTCGCATTTTACTATCCCCAGTTCCG 
AAGAATAACAAGGCTCAATGCATATGCTGTTTATCGTGCTCACAAGGCGGTATGACGTTT 
TTAGCAATGTAATTATATTAAAAAGATCTTCAGTCACTATGAGTGGTTGATTGCCCCATA 
GAGAGCTATAAGCCGACGTGAAAGCTGCTGGTTCCAGCTTGGCTCATGTCGTCACCAGTC 
ACTAGTCACTTGGTCGCATTCATTGCTACTCATCTGCGAGTGAGCATATTTGAGATCTGA 
CTTGCCAAGGGATTAGAATCACGTAAGACTCTTGATCCTTAGAAGATATTTCTGACAAAG 
AACCACCTAAGCCATGCAAGTTTTTTTTTTCATTTGGTGGCGAAACAAAGGTGATGAAAG 
TTTCTTCTTGTACAAACGCCAAGCCCGATAGGTGAGACAATTCTTGAAGTAATGGACCTC 
TGAGTAAGCATATCAGTCGAATGAAGTTCCAATATGCGTTGGCCAAGGAACAGCTAGGCA 
GCAACTCGCGCAGTGGCGTCAAAAAACTAATAAGTAAACACCACTGGCTTCCGGAATACT 
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ATTTCTCTGATCTCTCATTTTCTGTTGTACAGCAGTGGGACAGTAGAGCCATTGAAAAAA 
CTACAATCATATCTTGTATGCGGCCCGCAAACCAAGAGATTTATCCTTTGAGACATTGTG 
AGACCCTCCGTTCGCAACCGTGCTCTCTGTTTTCATCACTATATGCACGCTCTTTCCAAA 
GCTCCTGCACTTTGCACGTGGCGGAGCCATCGCCCGGCTTCCATATGTACGGCTGCCACA 

CCTAA 

YLR159W, 114 aa (SEQ ID NO 180) 

MKFQYALAKEQLGSNSRSGVKKLISKHHWLPEYYFSDLSFSWQQWDSRAIEKTTIISCM 
RPANQEIYPLRHCETLRSQPCSLFSSLYARSFQSSCTLHVAEPSPGFHMYGCHT 

YLR157W, 959 bp, CDS: 501-959 (SEQ ID NO 181) 

ATCAAAAGAGTGTTTCAAGTAAGTAAAAACATTTGAGCCTCCCCATTTGTTGAAAGGAGA 
GAAATTAAACTTGGTTGGGGTTAATTATTTGATGGGTATATTAATTTGCAACCGCAAGGT 
ATCGATAATAAATATTCTACAAAACCTTTATCAATAGTGGTGAAGTCTTTAGTGCGATCT 
ACCTGGGGTTAATGAACGAGAAGTTCTTGAGATATCTTTCCTGTTTACCTCCGTGCATCC 
TGTAAGGAATTGGGTTTATCATTTATCATTTATTTTAGTACAAACTTTTTTTTTTGGCCC 
GGGCGCACTTTTTCAAGCGGTGGGAACTCATCAAAATGAAAAACTAGATACTTTTAGACT 
TATTAAATGGTTTAAATATTTTGAGATGTTCGTTATATCAGAAACTTCCTTACTTCTATC 
TTTTATTCCAATACAAAGAAGTCACAAGATTACTTGGTAAGAAAGAAGCAGTTAATTTTT 
AATTTTGCCGACAAGCCAAGATGCAAATTTTCGTCAAGACTTTAACCGGTAAGACTATTA 
CCCTGGAAGTTGAATCTTCTGACACTATTGACAATGTCAAGTCCAAGATCCAAGACAAGG 
AAGGTATTCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCAATTGGAAGATGGTA 
GAACTTTGTCCGACTACAACATCCAAAAGGAATCTACTCTACACTTG(i3TCTTGAGATTGA 
GAGGTGGTGGTAAGAAGAGAAAGAAGAAGGTCTACACCACCCCAAAGAAGATCAAGCACA 
AGCACAAGAAGGTCAAGTTGGCTGTCTTGTCCTACTACAAGGTCGATGCTGAAGGTAAGG 
TTACCAAATTGAGAAGAGAATGTAGCAACCCAACTTGTGGTGCTGGTGTTTTCTTGGCTA 
ACCACAAGGACAGATTGTACTGTGGTAAGTGTCATTCCGTCTACAAGGTTAACGCTTAA 

YLR167W, 152 aa (SEQ ID NO 182) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGGKKRKKKWTTPKKIKHKHKKVKLAVLSYYKVDAEGKVTKLRRE 
CSNPTCGAGVFLANHKDRLYCGKCHSVYKVNA 

YLR232W, 848 bp, CDS: 501-848 (SEQ ID NO 183) 

AGCCACCAATTCCACCAGGCCCGGCATTCAAGTACTTGTAAGAACACCAACAGGCAAAGT 
CAACACCCCAATCATGAAGTTGCAATGGGACGTTCCCTACAGCGTGTGCTAAATCCCATC 
CAACCAATATGTCGGGGAATTGGTGGGCAAATGAGGTGATTCGGCCAATATCGAAATATT 
GCCCCGTGTAATACTGAACACCTGACAAACAGACCAGCGCCAATTCATCTTGATTTACCT 
CTATGGTATCCAGGATATCTTGAGTTCTGATATAAGTCTCTCCCTCGCGTGGCTCGATCT 
GAATAAAAACATTCTCAGGTTCCGAAATTCCATGAATTTTGCACTGGTTGTAGAAAGCAT 
AATAGTCTGATGGAAAGGAGCCCTTTTCAAAAAGGATCTTGAATCTTTTCTCAGTAGGTT 
TATAAAACGTAATTAACAATGAATTCAAATTTGCAGTGAGACTATTCATTACTGCAACTT 
CATTTTCTTGAGCACCCACGATGGGGGCTAGTAGTGGAAGAATAGGTAAGTCAATGCTGA 
CCCAAGGCACCTTTCCTCTGGCTTCTTCAGGATGTTTGAAATGCGATTCCACAGCACAAT 
CGCTCCACGCATCTAGCTCAGCATTAATTGAATTCCTAGTTGACTTCGGCATCAAACCTA 
AAGAATTCCCGCATAAGTACGTCACAGGCTTATCGTCGGACGATAGTCCCATGGATTTAA 
ATGTAGGGATGTTGAATTCATCCCTCAGAGATTCCGGATATTCTCCGTCTAATTCCAAAG 
CTTTCTCCATAATTACCAGTTTGTTTCTTTTTTCCACAGAATATTTAGGCTTAATATGTA 
CGTATTGA 

YLR232W, 115 aa (SEQ ID NO 184) 

MGASSGRIGKSMLTQGTFPLASSGCLKCDSTAQSLHASSSALIEFLVDFGIKPKEFPHKY 
VTGLSSDDSPMDLNVGMLNSSLRDSGYSPSNSKAFSIITSLFLFSTEYLGLICTY 

YLR233C, 2600 bp, CDS: 501-2600 (SEQ ID NO 185) 

GCGCATTTTCCCCACCCATGCGAATCATGGCTGAAATCAATGCCTGTTAGGTGCCCTGCA 

ACACTAGTCATGGTAACTTCGCAGTTAGCCCCATTTCTGGCAAACGGGAACCCACTAAAC 

ATGAAATCATAGTTCTTTACATACATGTAGCCGGAATCCCTTGAAGTTGATCTGCCTCCT 

CCTAGGATCTGTGAAACTGCCTTCGCTATAGAATTTTTCTCTGCGACACATAGCACTTTC 

ATTATTGTCTATAATACACCTTTACGTAGCTGAAGCGAGCGCACAGACGAAGGTGCTTTC 
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aaaagcgatgccctctttattgacagttactaattcgccaaactgcttttttttatcaat 
gtgattttcgcgttcacgccattatccaatgtcaaaaaggataatggaaatgttaacatg 
cctgtatgatccgaccgtttttagcaaacttatcaggggaaaaagtatattccattaaat 
gacacatgccaccatagataatggataatgaagaagttaacgaagaatgtatgagattat 
ttttcaagaacgctcgtgcgcatctggataaacatctaacatcaaggttgacatgcgatg 
aaaatgcatatatcacgttcagatgcttcctggatggaatacatcgcaaatctactaggt 
ttctcgaagagctacttttgaaacaagaaaatatgtaccataataacaattacgaacgca 
taaatgattccgtgataccattggttctgaaacttttatggcttcaaattcacgaaccta 
cactccaatggtttgagcactggttccatgataTcatgcgactaagtaacagaagaaagt 
tcagagtttttagaatttttcaaaaaaaaatgattcaatttttca2yu^ttacacacaggt 
attactatgacatcatcgaacacctatgcgcaaagtacgatatgaattccgttatttcaa 
atgctctcttcgcgaagttgaatttaatgcaatacacagatggactttcaactcatgaga 
aaattatcttaaacacgagtaatccactgacgttttccattgtaatctcactacaaagat 
gcgtgattaatctaggttccacacatttttataaaacactactaaacaagccgtctaaca 
aacccaagagtgtggaaggttttgagaagtctattaggtacttgaatattgcctcactct 
atctcccagccgttggagatacttattttcaacgagcgaaaatttacttgatcactggga 
aattctcactgtatttctttgaattagtaagaggagcattggtaaggattccgtctaaat 
gtgcgttaaacaatttgaaagatttcattttgactcctgattttccggaaagaagacgtc 
tgatgaaaaaattggcaattcttgtgtcaaaagatctcaaaggtgagaaatcattctttg 
aaggtcaaatt6ttttgcaatttctatcgatagtagaacacactttggttccacagtcat 
ggaacgcatcacgtgcttctaattgttggttattgaaagagcatttacaaatggctgcat 
taaagtatcattcaggtaatattaatgttatacttgaaaacttggctgccacaatgggaa 
gtttcgatcttatgtttacaactcgaaaaagtaaggaacaaaagaacaaactcaaatatg 
cagatttgagtgagcgccaggttttttttttagacttgagctttgattttattgctaata 
tcatagacgtcgtcatcaaaccctcctggcaaaaaaacatggaagactttcgatatctag 
ccattattcgtttgcttatgtgctggattaagtcatatagatctattttgcagtacactc 
acagacacaggaagttttgcacttcattcgccttgttgctgaacgacttgataaatagtc 
cactgaattgttcaggaaatatatatagccacaggccgaaaagaagctatctttttagag 
aagatattattttcagggaattttcttgcattaactttgcactaacagattttaatgacg 
attatgtgtatgattctcccgacatgattaataatataattggatgccctacattgacta 
aagtgctttctccaaaagaagaatgtgttctgcgaattagatcaataatattttctggca 
tgaaatttttagagaaaaatgacaccggcgtcatatggaatgccagcaaatataagttt6 
atttaataagcccaaatattaaaataaaacgccaaatagcattatcggaaatttcctcca 
aaataaatgtaaaaacacaacaggaaagagtagtctcttcgagaaaagttgaggccaaaa 
gagatgaacaacagcgcaaaagagccgggaaaatagctgtgacagaactgga?w^caat 

TTGCAAATGTCCGGAGAACAAAAAAATTGTCTCCGCTCCCAGAAAAAGATGGCGTTTCTT 
CTGAGTTGGTAAAACATGCTGCTTCACGAGGGAGAAAAACTATCACTGGCCCACTATCCT 
CTGATTTTCTCTCATATCCAGACGAAGCAATTGATGCTGATGAGGACATCACCGTCCAAG 
TGCCAGATACTCCTACTTGA 

YLR233C, 699 aa (SEQ ID NO 186) 

MDNEEVNEECMRLFFKNARAHLDKHLTSRLTCDENAYITFRCFLDGIHRKSTRFLEELLL 
KQEIMYHNNNYERINDSVIPLVLKLLWLQIHEPTLQWFEHWFHDIMRLSNRRKFRVFRIF 
QKKMIQFFKITHRYYYDIIEHLCAKYDMNSVISNALFAKLNLMQYTDGLSTHEKIILNTS 
NPLTFSIVISLQRCVINLGSTHFYKTLLNKPSNKPKSVEGFEKSIRYLNIASLYIiPAVGD 
TYFQRAKIYLITGKFSLYFFELVRGALVRIPSKCALNNLKDFILTPDFPERRRLMKKLAI 
LVSKDLKGEKSFFEGQIVLQFLSIVEHTLVPQSWNASRASNCWLLKEHLQMAALKYHSGN 
INVILENLAATMGSFDLMFTTRKSKEQKNKLKYADLSERQVFFLDLSFDFIANIIDWIK 
PSWQKNMEDFRYLAIIRLLMCWIKSYRSILQYTHRHRKFCTSFALLLNDLINSPLNCSGN 
lYSHRPKRSYLFREDIIFREFSCINFALTDFNDDYVYDSPDMINNIIGCPTLTKVLSPKE 
ECVLRIRSIIFSGMKFLEKNDTGVIWNASKYKFDLISPNIKIKRQIALSEISSKINVKTQ 
QERWSSRKVEAKRDEQQRKRAGKIAVTELEKQFANVRRTKKLSPLPEKDGVSSELVKHA 
ASRGRKTITGPLSSDFLSYPDEAIDADEDITVQVPDTPT 

YLR234W, 2471 bp, CDS: 501-2471 <SEQ ID NO 187) 

AATGGTATCACGGAATCATTTATGCGTTCGTAATTGTTATTATGGTACATATTTTCTTGT 

TTCAAAAGTAGCTCTTCGAGAAACCTAGTAGATTTGCGATGTATTCCATCCAGGAAGCAT 

CTGAACGTGATATATGCATTTTCATCGCATGTCAACCTTGATGTTAGATGTTTATCCAGA 

TGCGCACGAGCGTTCTTGAAAAATAATCTCATACATTCTTCGTTAACTTCTTCATTATCC 

ATTATCTATGGTGGCATGTGTCATTTAATGGAATATACTTTTTCCCCTGATAAGTTTGCT 
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AAAAACGGTCGGATCATACAGGCATGTTAACATTTCCATTATCCTTTTTGACATTGGATA 
ATGGCGTGAACGCGAAAATCACATTGATAAAAAAAAGCAGTTTGGCGAATTAGTAACTGT 
CAATAAAGAGGGCATCGCTTTTGAAAGCACCTTCGTCTGTGCGCTCGCTTCAGCTACGTA 
AAGGTGTATTATAGACAATAATGAAAGTGCTATGTGTCGCAGAGAAAAATTCTATAGCGA 
AGGCAGTTTCACAGATCCTAGGAGGAGGCAGATCAACTTCAAGGGATTCCGGCTACATGT 
ATGTAAAGAACTATGATTTCATGTTTAGTGGGTTCCCGTTTGCCA6AAATGGGGCTAACT 
GCGAAGTTACCATGACTAGTGTTGCAGGGCACCTAACAGGCATTGATTTCAGCCATGATT 
CGCATGGGTGGGGAAAATGCGCCATCCAAGAGTTATTTGATGCGCCACTGAACGAGATTA 
TGAATAACAACCAAAAAAAGATAGCAAGCAACATCAAGCGAGAAGCGAGGAATGCAGACT 
ATCTGATGATATGGACAGATTGCGACCGGGAAGGAGAGTACATCGGTTGGGAGATATGGC 
AGGAGGCCAAGAGAGGCAACAGGCTCATACAAAATGATCAAGTATACCGGGCAGTCTTTT 
CGCATCTCGAAAGACAACACATATTAAATGCAGCACGAAACCCAAGTCGATTGGATATGA 
AGAGTGTGCACGCTGTAGGCACGCGGATTGAAATCGATCTTCGAGCAGGTGTTACATTCA 
CCAGACTCTTAACAGAAACGCTACGAAATAAACTGAGAAACCAAGCCACCATGACCAAGG 
ATGGTGCAAAACACCGCGGTGGTAACAAGAACGACTCACAAGTCGTATCGTATGGTACAT 
GCCAGTTTCCAACGCTCGGCTTTGTAGTAGACAGGTTTGAAAGAATACGAAATTTTGTTC 
CCGAAGAGTTCTGGTATATCCAATTGGTAGTCGAAAACAAAGACAACGGCGGAACAACAA 
CGTTCCAGTGGGACAGGGGCCACTTGTTCGACCGGCTGAGCGTGTTAACGTTTTACGAGA 
CATGCATCGAAACCGCCGGCAATGTTGCTCAAGTAGTAGACTTGAAATCAAAGCCAACAA 
CGAAATACAGACCTTTACCTCTGACCACAGT6GAGCTACAAAAAAACTGCGCCCGGTACC 
TGCGTCTGAACGCCAAACAATCACTAGACGCAGCAGAAAAGCTATACCAAAAGGGGTTCA 
TATCGTATCCAAGAACAGAGACTGATACTTTCCCACACGCAATGGACCTAAAATCCTTGG 
TCGAAAAGCAAGCTCAATTGGACCAACTCGCTGCAGGCGGCAGAACCGCCTGGGCATCGT 
ACGCGGCATCGCTGCTCCAACCCGAAAACACAAGTAACAATAACAAGTTCAAGTTTCCAC 
GAAGCGGCTCCCATGACGACAAAGCGCATCCACCAATCCACCCCATCGTAAGTCTGGGGC 
CTGAAGCAAATGTTTCGCCAGTGGAAAGAAGAGTATACGAGTACGTGGCCAGGCACTTTT 
TGGCATGCTGCTCAGAGGACGCCAA6GGCCAATCGATGACCCTTGTGTT6GACTGGGCCG 
TTGAACGTTTCTCAGCTTCAGGTCTCGTAGTCCTAGAGAGAAATTTCCTCGATGTTTACC 
CTTGGGCCCGATGGGAAACCACCAAGCAGTTACCGCGGCTTGAAATGAATGCCCTCGTAG 
ACATCGCGAAGGCCGAAATGAAGGCGGGCACTACGGCGCCGCCCAAGCCGATGACTGAGA 
GTGAACTCATTCTCCTCATGGATACAAACGGCATTGGCACAGACGCCACCATTGCGGAGC 
ACATAGACAAGATCCAAGTACGTAATTACGTTAGGAGCGAGAAAGTAGGCAAGGAAACCT 
ACTTACAACCCACGACCCTGGGTGTCTCACTAGTGCACGGCTTCGAGGCCATCGGCCTCG 
AAGACTCCTTTGCAAAGCCCTTCCAGCGCAGAGAAATGGAGCAAGACCTCAAGAAAATCT 
GCGAAGGTCATGCCTCCAAGACTGATGTTGTAAAGGACATAGTCGAGAAGTATAGGAAGT 
ACTGGCACAAGACGAATGCCTGCAAGAATACTCTCTTGCAAGTTTATGACCGTGTCAAGG 
CATCCATGTAA 

YLR234W, 656 aa (SEQ ID NO 188) 

MKVLCVAEKNSIAKAVSQILGGGRSTSRDSGYMYVKNYDFMFSGFPFARNGANCEVTMTS 
VAGHLTGIDFSHDSHGWGKCAIQELFDAPI^IMNNNQKKIASNIKREARNADYLMIWTD 

CDREGEYIGWEIWQEAKRGNRLIQNDQVYRAVFSHLERQHILNAARNPSRLDMKSVHAVG 
TRIEIDLRAGVTFTRLLTETLRNKLRNQATMTKDGAKHRGGNKNDSQWSYGTCQFPTLG 
FWDRFERIRNFVPEEFWYIQLWENKDNGGTTTFQWDRGHLFDRLSVLTFYETCIETAG 
NVAQWDLKSKPTTKYRPLPLTTVELQKNCARYLRLNAKQSLDAAEKLYQKGFISYPRTE 
TDTFPHAMDLKSLVEKQAQLDQLAAGGRTAWASYAASLLQPENTSNNNKFKFPRSGSHDD 
KAHPPIHPIVSLGPEANVSPVERRVYEYVARHFLACCSEDAKGQSMTLVLDWAVERFSAS 
GLWLERNFLDVYPWARWETTKQLPRLEMNALVDIAKAEMKAGTTAPPKPMTESELILLM 
DTNGIGTDATIAEHIDKIQVRNYVRSEKVGKETYLQPTTLGVSLVHGFEAIGLEDSFAKP 
FQRREMEQDLKKICEGHASKTDWKDIVEKYRKYWHKTNACKNTLLQVYDRVKASM 

YLR238W, 1937 bp, CDS: 501-1937 (SEQ ID NO 189) 
CTTCGTTCACACTTAATATTAAATAACAGCTCTTTCCTAATAATAACATATACACTAGAT 
ATATAATACCAAATAAATTAAAAAAAAAGAAAAACAAAAAATAACGTAGCTTTGTTACAG 
TC6TAAAAAAAAGAACAATAAACCAATCTTATTGCCAGCGTCTAACTAGTCCTATTATAT 

TCCAATATATTAAGGGGTAAGGACTACTATTATTCGCCCTGAATTGAAATCTTTTAGAAA 
GCACCTGTTCTCTCTCTGGTGTTCTTTTTTTCTCATCTATTATCTAATTTCTTCAACCTT 
CGTTATTTGTTGTTATTCCGTAATCGTGGTGCTCAACTTTTGAAATTTCACTTGTTTACC 
ATAACGGAACATAATTAAAAATTTGTTCTTGAAAGTCACAAGCACTACGTGAACACAAAA 
TTAAGGCAAGAGTGACAAAGTAACCCTCACAAGGAGCCTGTCGTTGGTTATATTGGAAGC 
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TATAGATATAATCGAATCCAATGACTGGTCCTGGACCTGAAATAAATAAGGAGGAGCACC 
CCAGTTCTCCGGGCAAGAAACAGATAACATATAATAGTATACCCAAGAATGCAAATCTAA 
TTGATGGATCTACGAATTCATCGAAGAGGCCAATTGAAAAGTATGACAAGAGAATAGCCG 
ACCCAACAAAAAGCTATTTTCCACATAGCATATCAAGAACACCAAGGAGAAAATATACTT 
ACATTCTAGTCCTCACATCACTAAATGGAACTT'TTGAGAGCAAACATGTGGTGATACCAT 
TTAAACCAGATGGTTTGAAATTGGGAAGGCCTGTTGCTAATA6TAATAGCAGCTCCAGTT 
CATCGCTCAG6GGCGGTAAAAGAGTGGATTCACACACTTTTTCCCAAGTAAGGTCCGATA 
ATGGTAATTTCGATTCAAGAGTACTCTCCAGGAATCATGCATTGTTAAGTTGCGACCCGC 
TCACGGGTAAGGTATATATACGAGACTTAAAATCCAGTAATGGTACGTTCATTAACGGTC 
AAAGAATTGGCTCAAATGACGTAGAAATCAAAGTTGGCGATGTGATAGACTTGGGAACAG 
ATATAGATACGAAAATTGAGCATCGAAAAATAAGTGCCACAGTTGAAGAACTATTTGTAC 
AACCTTTATTAGAATCACCGATTTTTGAAAATGAAGATAGTGATGATTGCCATACAATTA 
CAGAAAAAGAGGAGGCTGCTGCCATAACAAGTCACATATATGGTGATTCCAACAACCTAG 
AATTGGAAGAAGTTATCCTGGGCTCTGATACAGAAATACTGAGTGGAATTTTTATTAATA 
ATTGTATTGGTACGAGCCCGACTTTATCTAATATCATCAAAACCCTGGCAATGGAAATTC 
CATTTTCCAAATGCGATAATTTTAAATTACAGTCGATGGAGAATTTCTTAATTAATTATA 
CGACACATCTAGAATACACGAACAAACTTTTAGTGGAAAAAAATGATCAGCAACTGGTAA 
AGCTGCAAAATGGATTAAGAAGGAAACTGTCGGGGAAATACGAAAAGATTATCGAACAAA 
ACAGAAATCAAGTAAAACAGTTGGAAAGGGACCATATGTTTTTCAAAAAGTCATTTGAAG 
TGAA6AAAAGAAGAAATAATGAAAAGCAAAAAAGCATGGAAAGGGAAATAGAAGACTTGA 
AAACTAGGTTAGAAGTGGAACGATATAAGAATTCACAAATGATGAAGAAGAACAAACAGA 
AAGAACAAGAACTCTCAACTGCATCTAAAAAAAAGACTACCGAACATGACACTAGAGGCG 
TCCCGGGCATGAATCCTAAGGGTACTGACAAATTTAGCATCAAGAACACGCTATGTAATC 
ATTTCACACTATTAACATTTGGAACTATTTCCATCGGGATTATAGCTATTGTCTTCAAGA 
TCCTTTCCCCCAACTAG 

YLR238W, 478 aa (SEQ ID NO 190) 

MTGPGPEINKEEHPSSPGKKQITYNSIPKNANLIDGSTNSSKRPIEKYDKRIADPTKSYF 
PHSISRTPRRKYTYILVLTSLNGTFESKHWIPFKPDGLKLGRPVANSNSSSSSSLRGGK 
RVDSHTFSQVRSDNGNFDSRVLSRNHALLSCDPLTGKVYIRDLKSSNGTFINGQRIGSND 
VEIKVGDVIDLGTDIDTKIEHRKISATVEELFVQPLLESPIFENEDSDDCHTITEKEEAA 
AITSHIYGDSNNLELEEVILGSDTEILSGIFINNCIGTSPTLSNIIKTLAMEIPFSKCDN 
FKLQSMENFLINYTTHLEYTNKLLVEKNDQQLVKLQNGLRRKLSGKYEKIIEQNRNQVKQ 
LERDHMFFKKSFEVKKRRNNEKQKSMEREIEDLKTRLEVERYKNSQMMKKNKQKEQELST 
ASKKKTTEHDTRGVPGMNPKGTDKFSIKNTLCNHFTLLTFGTISIGIIAIVFKILSPN 

YLR241W, 2849 bp, CDS: 501-2849 (SEQ ID NO 191) 

CGAACATACCTGATATCAGAATAGATCCCAATGGTGCTATATTACGTGTAAGAGAGAGAT 

TTAATTTGAATATGTCCGAAGAAGATGCCACAGTGCATTTTCAGAATCTAATCAATGATA 

GTGTAAATGCTTTGCTGCCTATCGTGATTGATCATTTACATAATCTGGCACAATACTGGC 

GGACCTGATTGGTTGATAATTGGTGCTTCAAAATTTAAATTTCGTCACTCTAATTATACT 

TAACATATAAATGGTACCTTCAATATATCTTCTTAGTAAAAAGTAGCATGATTTTGTGTT 

AATTTGCACTTTTTTTATTTAAAAATAAAAATCACAGTTAATTTTTCATGATCTTGCAAA 

GACACGCCTCCCCCTAATGTGGCATATATAACAATTGTGAATCAGAAAAACTCAACACTT 

TAACATAATGGCGGGCACGAAGGCTAAACAAACAAGATTAGCATTGAATGCCTTTTTTGG 

GTACAATAGAACAGTACTGAATGACATCATATATCGAAAGGCTCAAGTCGGCAGCATCGT 

ATCTTGATACAGTTCCAGATGAGCATCATGATTTCAGAAAACCCACCGCCAAGGTTGTAA 

CGACGCAACT6ACTATTGCTACTTCACTAGGTATTTTTGCTTTGCTTTCGTTCTCAATTC 

TACTAAAAAAGTGGCCTAGATTATACGCAAGCAGACGATATAAAGATGACGGGAACCTTC 

GCTTACCGTCCTGGAATCAGTCAAGTTTATTCGGCTGGTTAACAGTGTTGTATAAGATAC 

GGGACGAACAGATTCTGGAATATGCAGGTTTAGATGCGTATGTGTTTTTGAGTTTTTTCA 

AAATGTGCATCAAATTACTTTCTATTTTTTGTTTCTTCTCTGTGTGCGTTATATCTCCAG 

TAAGATATCATTTTACTGGAAAAATTGATGACGGCAACGATGATGATGACAGTGAAAGTT 

CTTTAATACATCTGGTAAAAAGAATTGTGGAGGGAAGTGGCGATGGTGACAATCATTCAG 

CTCCCGAACGTACAAATGTGTACCTCTGGATGTATGTTCTCTTCACATATTTCTTCACCT 

TCATAGCAATTAAAATGGCAGTTGCGGAAACAAAGCACGTCGTAAGTACTAGGCAAGCTT 

ATCTTGGGAAGCAAAATACGATTACTGATAGAACGATAAGGCTCTCAGGCATCCCGATAG 

AGCTTCGTGATTCGGAAGCCTTAAAGACCAGAATTGAACAATTAAAAATCGGCACCGTTT 

CATCAATCACTATTTGTCGAGAGTGGGGTCCTTTGAACAAGCTATTTCATTGTCGGAAGA 

AAATACTCAAAAACCTGGAATTAAAATATTCAGAATGTCCAAGGGAGCTCCGTACTCGAC 
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AACCATATTCGGAGAACTATCATTTATTGGGAAACGAGCAATCAGGCGCAGTTACACATG 
GAGATU^TGTTCCATCAAGCAATAATAATGACGAGGATACTATACTATATTCTCAAATTT 
CTCTTGGAGAGAGACCAAAAATGAAAATTGGATATCGTGGTATCTTTGGGAAGGAAGTAG 
ATGCCATAGAGTACCTGGAGCAGCAATTAAAATTTATTGATGCTGAAATTATTGAAGCGA 
GGAAACAACACTACTCCGCAACACCTACGGCATTCGTTACGATGGATTCTGTTGCTAATG 
CGCAAATGGCAGCTCAGGCGGTATTAGATCCTAGAGTACATTACTTCATAACCAGATTGG 
CTCCTGCACCTCACGATATCAAGTGGGATCATGTTTGTCTTTCTAGAAAGGACCGGTTAA 
CAAAAGTTTATTCTACTACCGTATTTATAGGCCTTTCAAGTTTGTTTTTAGTCATTCCTG 
TATCATACTTAGCCACATTGCTAAATTTGAAAACACTTTCGAAATTCTGGCCAAGCGTAG 
GGCAGCTACTAAAAGATCACCAGTGGGCCGCTAACATTGTAACGGGGCTATTACCAACCT 
ATCTCTTCACATTGCTTAACTTTGGAATCCCCTATTTTTACGAGTATTTGACTTCTTATC 
AAGGATTGGTATCATACAGCGAAGAGGAAATCTCACTTGTTTCAAAAAATTTCTTTTATA 
TTTTTGTCAACCTTTTCTTAGTTTTCACATTGGCAGGTACAGCATCTAATTACTGGGCGT 
ACCTCAGCGATACCACCAAAATTGCTTATCAACTTGCTACATCTGTGAAGGAGTTCTCCT 
TATTCTATGTCGATTTGATTATATTGCAAGGTATTGGTATGTTCCCGTTTAAGTTGTTAT 
TAGTTGGTAGTTTGATCGGCTTTCCTCTAGTGAAAATCAAGGCTAAGACACCTAGGCAAC 
GGAATGAACTTTACAATCCACCGATATTTAACTTTGGACTACAATTACCACAGCCAATTC 
TGATTTTGATTATAACGTTGATCTACAGTGT/^TGAGCACGAAAATTTTGACTTCAGGGC 
TGGCGTACTTTATTATTGGGTTTTACGTCTATAAATATCAATTGATTTTTGCCACAGATC 
ATTTGCCCCATTCTACAGGAAAAGTATGGCCATTAATTTTTAGAAGAATCATCGTTGGAT 
TGCTATTGTTTCAATTAACAATGACAGGAACACTGGCAGGATTCGAAGGAGGATGGGTTT 
TGTCATCTTGCCTTTTCCCGCTTCCAGTAGTGACATTATGTTTCCTATATGATTTCGAGA 
AGAACTATTTGCCGTTGTCAAAATATATCGCATTGAGTTCAATTCGCGAGTACGAAAGAG 
ACAATTCTACGGTGAATTCTGCCAATGAGGAAGAGTCGTATGCATACCCTTACGCTGTGA 
GT6AATTAGAGGGTCCGAT6TTGGATTGA 

yLR24lW, 782 aa (SEQ ID NO 192) 

MTSYIERLKSAASYLDTVPDEHHDFRKPTAKWTTQLTIATSLGIFALLSFSILLKKWPR 
LYASRRYKDDGNLRLFSWNQSSLFGWLTVLYKIRDEQILEYAGLDAYVFLSFFKMCIKLL 

SIFCFFSVCVISPVRYHFTGKIDDGNDDDDSESSLIHLVKRIVEGSGDGDNHSAPERTNV 
YLWMYVLFTYFFTFIAIKMAVAETKHWSTRQAYLGKQNTITDRTIRLSGIPIELRDSEA 
LKTRIEQLKIGTVSSITICREWGPLNKLFHCRKKILKNLELKYSECPRELRTRQPYSENY 
HLLGNEQSGAVTHGENVPSSNNNDEDTILYSQISLGERPKMKIGYRGIFGKEVDAIEYLE 
QQLKFIDAEIIEARKQHYSATPTAFVTMDSVANAQMAAQAVLDPRVHYFITRLAPAPHDI 
KWDHVCLSRKDRLTKVYSTTVFIGLSSLFLVIPVSYLATLLNLKTLSKFWPSVGQLLKDH 
QWAANIVTGLLPTYLFTLLNFGI PYFYEYLTSYQGLVSYSEEEI SLVSKNFFYIFVNLFL 
VFTLAGTASNYWAYLSDTTKIAYQLATSVKEFSLFYVDLIILQGIGMFPFKLLLVGSLIG 
FPLVKIKAKTPRQRNELYNPPIFNFGLQLPQPILILIITLIYSVMSTKILTSGLAYFIIG 
FYVYKYQLIFATDHLPHSTGKVWPLIFRRIIVGLLLFQLTMTGTLAGFEGGWVLSSCLFP 
LPWTLCFLYDFEKNYLPLSKYIALSSIREYERDNSTVNSANEEESYAYPYAVSEtEGPM 
LD 

YLR321C, 1781 bp, CDS: 501-1781 (SEQ ID NO 193) 

TTCAAGTGCACTCTTTGTAAGGAAGATTACAAGTCTCCAGTGGTCACAAACTGTGGCCAT 
TATTTTTGTGGATCGTGTTTTGCCAAAGATATGAAAAAGGGCACCAAATGCTTTATATGC 
CACAAGGAGACCCACGGCAGTGCAAAAGTAGCATCTGACTTACAGAAGATGCTAAATAAA 
AGGAAAAGTTGATGGAGAATGCCATATCACCCCAAAAATTACACGCACCCGATGCTAATG 
TACAGGAATTATAGAGCACATGACCCATAGATTTATCGAGCATTGTTGCAATTTCGAAAG 
ACTCTTTCACATAATAAAGTATGTAAACTATATAGATAGAAGATGTCCCGTGTCTTTTTG 
TCTACTAAATGATGATCTGCTCATTTAAAGTCGCCGCGACTACTTTGACAAAAAAAAAAA 
ACTTAGAAAATACGACAAATAGAGATTATTGAATGAAGTACATTGAAAAAAGAAAGAAGA 
AAGGCACATAGCAGCACACAATGTCGCACCAAAACCAGCTTATTCCACAAGCTTATATTT 
CTAACTTTCATAACAGATTGACAAACGAAGATGATGGTATCCCCATCTTTACAATGGCTC 
AACAAACAAGGCAGCATAAAAGGGCTAAAGTGGTCAACTATGCGGAATATGACAACGATC 
TCTTTGATGAATTCAATATGAACGGTTCTAATTTCAACAATGCTGATACACACTATAAAG 
ATAATGCAGTGTCTCATGAAAATACTCCGGCACTTACAAATGGTGTTACCATGGACGGTT 
CCGAATACAATGTCCTAGAGAACATGAATGGAGCTGATAGTATTATCTCTAACAACAAAT 
ACGATGCGGGTTCAAACATGGTTGTGGAATCTTTATCCGGTTTGAATAGCAATAACAACG 
CCAGCAATGGTCCGAGCAACAAAGCGCAGGCACAGGATATTGGAAACGCCGTTCTACCGG 
ATCTGCAAGACCAACACCACAACCCCTTCAACATATTGAGATACCCTAAAATAAGAGATA 
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CTTTCATTAACGGAAAAGTGGTGTCTCCATATAGACTCAACACTGATCAAGAAACGAAGG 
CAAACGCCAATTCTGGAGAGGCAATCATGATACCAATTACTTTGGATATAGAACATATGG 
GTCATACCATAAAAGACCAGTTTCTCTGGAACTACAATGACGACTCCATATCTCCGGAGG 
AATTTGCCTCTATATACTGTAAAGATCTTGATATGACTTCCGCTACCTTACAAACTCAAA 
TTGCGAATATAATAAAAGAGCAGTTGAAAGACCTCGAAAATATTGCAGCCACTGAGATAA 
TGTCTGACCTCCACGTGATAATCAACCTAACCTGCAACTTACAAGACAGATTTTTTGAAG 
ATAACTTCCAGTGGAACTTGAACGACAAATCACTTACTCCAGAAAGATTTGCTACATCCA 
TTGTACAGGACCTTGGCTTAACAAGAGAGTTCATCCCCTTAATATCTCAATCGCTTCATG 
AAACTATCTTGAAGATAAAGAAGGACTGGGTAGATGGCCACTTGATTCAGGACCATGTCC 
CAAACGATGCCGCATTTGGGTACTTATGTGGTATAAGGCTGGATATTGATGAACTGGGCT 
CCAATTGGTGCCCAAGGGTGGAAATATTAACAAAAGAAGAAATACAAAAGAGAGAAATTG 
AAAAAGAAAGAAACTTAAGAAGATTGAAAAGAGAAACTGATAGATTATCTAGAAGGGGCA 
GGAGAAGATTAGATGACTTAGAAACCACAATGAGAATGTAG 

YLR321C, 426 aa (SEQ ID NO 194) 

MSHQNQLI PQAYI SNFHNRLTNEDDG I PI FTMAQQTRQHKRAKWNYAEYDNDLFDEFNM 
NGSNFNNADTHYKDNAVSHENTPALTNGVTMDGSEYWLENMNGADSIISNNKYDAGSNM 
WESLSGLNSNNNASNGPSNKAQAQDIGNAVLPDLQDQHHNPFNILRYPKIRDTFINGKV 
VSPYRLNTDQETKANANSGEAIMIPITLDIEHMGHTIKDQFLWNYNDDSISPEEFASIYC 
KDLDMTSATLQTQIANIIKEQLKDLENIAATEIMSDLHVIINLTCNLQDRFFEDNFQWNL 
NDKSLTPERFATSIVQDLGLTREFIPLISQSLHETILKIKKDWVDGHLIQDHVPNDAAFG 
YLSGIRLDIDELGSNWCPRVEILTKEEIQKREIEKERNLRRLKRETDRLSRRGRRRLDDL 
ETTMRM 

YLR322W, 815 bp, CDS: 501-815 {SEQ ID NO 195) 

GTCATATCAAGATCTTTACAGTATATAGAGGCAAATTCCTCCGGAGATATGGAGTCGTCA 
TTGTAGTTCCAGAGAAACTGGTCTTTTATGGTATGACCCATATGTTCTATATCCAAAGTA 
ATTGGTATCATGATTGCCTCTCCAGAATTGGCGTTTGCCTTCGTTTCTTGATCAGTGTTG 
AGTCTATATGGAGACACCACTTTTCCGTTAATGAAAGTATCTCTTATTTTAGGGTATCTC 
AATATGTTGAAGGGGTTGTGGTGTTGGTCTTGCAGATCCGGTAGAACGGCGTTTCCAATA 
TCCTGTGCCTGCGCTTTGTTGCTCGGACCATTGCTGGCGTTGTTATTGCTATTCAAACCG 
GATAAAGATTCCACAACCATGTTTGAACCCGCATCGTATTTGTTGTTAGAGATAATACTA 
TCAGCTCCATTCATGTTCTCTAGGACATTGTATTCGGAACCGTCCATGGTAACACCATTT 
GTAAGTGCCGGAGTATTTTCATGAGACACTGCATTATCTTTATAGTGTGTATCAGCATTG 
TTGAAATTAGAACCGTTCATATTGAATTCATCAAAGAGATCGTTGTCATATTCCGCATAG 
TTGACCACTTTAGCCCTTTTATGCTGCCTTGTTTGTTGAGCCATTGTAAAGATGGGGATA 
CCATCATCTTCGTTTGTCAATCTGTTATGAAAGTTAGAAATATAAGCTTGTGGAATAAGC 
TGGTTTTGGTGCGACATTGTGTGCTGCTATGTGCCTTTCTTCTTTCTTTTTTCAATGTAC 
TTCATTCAATAATCTCTATTTGTCGTATTTTCTAA 

YLR322W, 104 aa (SEQ ID NO 196) 

MRHCIIFIVCISIVEIRTVHIEFIKEIWIFRIVDHFSPFMLPCLLSHCKDGDTIIFVCQ 
SVMKVRNISLWNKLVLVRHCVLLCAFLLSFFNVLHSIISICRIF 

YLR325C, 737 bp, CDS: 501-737 (SEQ ID NO 197) 

CCACATGTCACAACTACTTTGTGAAGTTGCAATGCGTGATTAGTATTATAAAACATCATA 
GCCTTGCCAAATAAACTCGCTTCCCAGAAAAGACGCCAAATTAACTGCCGCTGTTATGTG 
ACAAAACAGGGCATCTCACATATTCGCGTACTGGTGTTCTTTTAGCTCATTCCGATATTA 
TTCCAAGACGGAATTTTCATCTAGAGAAAATGCATCCGTGCATTTTCATAAACCCACACA 
ATTAAAATGCCTTGCGAAAAGGAGGACTCGTCCGTGCAACTGTTGAAAAAAATAGACGGA 
GCATCATACGTTCGAGTGGAAAATTATGGAGAGTTTTCCAAGCTCTATGGCATGTAGAGT 
CGTGATTGCTGCTGTACGCTTTTGCACAATATTGAATCTTCAATCTAAAGAATTAAATTT 
TCTAATTTCAATGTAGAAATATTTCAACTGTTAGTTTTTTATTTCAGGTTGAATATAGTA 
CGACAAAATATCAAGGAAAAATGGCTAGAGAAATCACCGACATCAAACAATTTTTGGAAT 
TGACCAGAAGAGCTGACGTTAAGACCGCCACTGTTAAGATTAACAAAAAATTG2VACAAGG 
CCGGTAAGCCATTCAGACAAACCAAGTTCAAGGTTAGAGGCTCTTCTTCTTTGTACACTT 
TGGTTATCAACGATGCTGGTAAGGCTAAGAAATTGATCCAATCTTTGCCACCAACTTTGA 
AGGTTAACAGATTATAA 

YLR325C, 78 aa (SEQ ID NO 198) 
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MAREITDIKQFLELTRRiUDVKTATVKINKKLNKAGKPFRQTKFiCVRGSSSLYTLVINDAG 
KAKKLIQSLPPTLKVNRL 

YLR344W, 1331 bp, exonl : 501-519, intronl : 520-966, exon2 : 
967-1331 (SEQ ID NO 199) 

TAAGGGCTGTCAATTTTTCATTTCCCTCAAAGTTAATGCGCAAGAGTTAGGATGATCTTG 
ATTATTAGTTATTTGTTTGTTCCATCAATTATGCCGACGTCCATGAATGCTATTGAAGTA 
TCGATTACTTATGCTATTCTATTGTATTTGAGCCGGCGGCTAGTAAACAAGACAGCATAC 
CTTTCCAACATCCGTACATATTGATTATTGTATCTATGATTTTCATGTAATGTATGGGTT 
AACTAATCCTTTCTCTTCTTTTTTTTTTTTCTGAAAATCAGTAGCTAGAGGAACCTGTTC 
GTGAAAGATATGGAATATTCCGTCTAGGGAAGAGCCGAGAGCTGAGAGCAGTATCCATCG 
GATGGAATCTTGCCTGGATGCGTAACGACGACAGCTTGTCTAGAAGGCGAAGTACAAGAT 
ACTAAGAAGACTATAACAACAGAAGACAATTTTGTAGTGCGATTCTATATTATTGACGTA 
ACCAACAAAAAAGTATCAGAATGGCTAAACAATCATTAGGTATGTGCACAAATGCTAAAT 
CACTGAAACCCTGTAGAGCTGGAATTGAAAATATAGTTTGTACCTTTTGCCTGAGGGCAG 
AATGACTCAATGTTATCTTAATTCGATTAGAAAAAGAAGGTGCGTTATCCAAGGTTGAAA 
CTTGTAAACTATTTAGGTGATGTCTCATAACTGCAACCACTGGAAAATGACGCAAATATC 
AAAATAATAGGGAGATAAAGTCTCACGACATGAAAAAATCATAGAATTATTGTTCAATTT 
ATCTAGCCGTATCTTACCTTATGGAAAAAGTGTGAATATGTTTTTCTAAATCGAGCTTCC 
CGGAAATTACACTATATTATGCATCCGTGATACATCTGAAATTCAATACTTTCTCCAAGG 
TCCT6CTTACTAAGAGGGTAAGATTTGTTGAAACTCGAAATACTAACATTATTTTCATTA 
TTTTAGACGTTTCCTCCGACAGAAGAAAGGCTAGAAAGGCTTATTTCACCGCCCCATCCT 
CCCAACGTCGTGTTTTGCTATCTGCTCCATTATCTAAGGAGTTGAGAGCTCAATACGGTA 
TCAAGGCCTTGCCAATCAGAAGAGATGATGAAGTTTTGGTTGTTCGTGGTTCCAAGAAGG 
GTCAAGAAGGTAAGATTTCATCTGTTTACAGATTGAAATTTGCCGTTCAAGTTGACAAGG 
TTACCAAGGAAAAGGTCAACGGTGCTTCCGTTCCAATTAACTTGCACCCATCCAAGCTTG 
TCATTACTAAATTACATTTGGACAAGGACAGAAAAGCTTTGATCCAAAGAAAGGGCGGTA 
AGTTGGAATAA 

YLR344W, 127 aa (SEQ ID NO 200) 

MAKQSLDVSSDRRKARKAYFTAPSSQRRVLLSAPLSKELRAQYGIKALPIRRDDEVLWR 
GSKKGQEGKISSVYRLKFAVQVDKVTKEKVN6ASVPINLHPSKLVITKLHLDKDRKALIQ 
RKGGKLE 

YLR367W, 1376 bp, exonl: 501-633 intronl: 634-1116, exon2 : 
1117-1376 (SEQ ID NO 201) 

ACTTTTTGTCTGCTGCTGGTCGTTTGTCTTTCGTTTTAAAATTGCGCTAGACAAGTAAAC 
AGGGATTGCTTAAGAATCAAAGTAGCTTAACTCTAAAGTATTATTTTCCTCAGTTGTGGG 
CCCATGTGTTGGAGGGAAGGAATATATTGAAATGTAAATGTTCTTAAGTTCGGTTGAACT 
TGGATATTGTTACAAGAGTTCTAGTCTTTGATACCATTTTTACGCAATTACAACCGCATT 
ATTTACCTTTTCATCTTCAGTTTTACGGTTCAGTTTATTCTGTTACGAAAGAACTATGGT 
GATTCAAAGGCGAAGTGCGTAGGATTGTAACTCCTATATCTTTAG6ATACTTACAATTTT 
GTACTGTTTTCAAGACCACTGTAACCGATAATAAACCGGAGGACACATTTTAACCCACTA 
TTTTTTTCAGAAGATCAGATGCGAGAGCTCGAAGCATAAGTATAATACTAACGTTTCAAA 
ACATAGTAATTAGGTAAAAAATGACTCGCTCTTCCGTTTTAGCTGATGCTTTGAATGCCA 
TTAATAACGCCGAAAAGACCGGTAAACGTCAGGTTCTATTGAGACCTTCTTCCAAGGTTA 
TCATCAAGTTTTTACAAGTTATGCAAAAGCATGGTATGTTCCAACTATTTTTCAATATTT 
TCACATGTGTTTCAATTTCTGCTTATTTTTAAATGTTACCACGAGGTTTGTCCAAGTTCA 
ATGTTGCGCAACTCTAACGAAGAAATAATTATTGCCATTGTTTTTTACTCCGGGCTGATA 
ACTAGATGGTGTGATCGGGCAGTATACTAATTTATACTGGACAAAGACTCGTAAAAGATG 
TTCTTTGTGCTTAGTCCCATACTGTTTTTTAAGTGTCCGGGATATTTAATCCCATGTGGA 
AATGCTTCTTACACGGTTATGGATTACACCTCATGTGTAGCTACTATATCCATTACCGTT 
TACTTTTCCTCAAAATCTCACTCTTAAAATTTTCAATGGCAAAATTCTTCCGCACAACTT 
AGACAACATTTTCTTGTTTTTTATGAAGTAAGCAAAAATTTCGAATCAACAACGCTCCAT 
GAGATTCTTCAATACTAACATTTACTCCTTATTTAGGTTACATTGGCGAATTCGAATACA 
TTGACGACCACAGATCTGGTAAGATTGTCGTCCAACTGAACGGTAGATTGAACAAATGTG 
GTGTTATTTCCCCAAGATTTAACGTTAAGATTGGTGACATTGAAAAATGGACCGCCAACT 
TATTGCCAGCCAGACAATTCGGTTACGTTATTTTGACTACTTCTGCGGGTATTATGGACC 
ATGAGGAAGCTAGAAGAAAGCACGTTTCCGGTAAAATCTTGGGTTTTGTCTATTAA 
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YLR367W, 130 aa (SEQ ID NO 202) 

MTRSSVLADALNAINNAEKTGKRQVLLRPSSKVIIKFLQVMQKHGYIGEFEYIDDHRSGK 
IWQLNGRLNKCGVISPRFNVKIGDIEKWTANLLPARQFGYVILTTSAGIMDHEEARRKH 
VSGKILGFVY 

YLR393W, 1340 bp, CDS: 501-1340 {SEQ ID NO 203) 

CCCTCAACCCGCATTTTGCTGAGAATTTTCACCAAGGCCCTAGGTGATATTAGATTCCAC 

CTGACTAATTGCATTACAGCCGACCCAAGGCAATATCAGTTTAATAAAATATCATGTATC 

TCACCCTCTTCTTGGTATTAGTAAAGAGACGCCTGATCTTGTAACAGTGGTGAAGATTGT 

ACTAGAGCAGAATCAAGAATTTAAAAAGTGTAAAGGCAAGGCAGAGGCGATGTACATAAA 

ACTTC6AAGTAAGAAATATTTAATAGTTCTCGCCACATCACTATGCAGCTATATAAAAAC 

TACTATAAACGTTTGTTTTGTTCCTTACGCACAATATCCTTGCCTAGAAATCGTTTTTGA 

AATTTAAATTTTTATTACCATTTATTTGATTCGCCTTCAGAAAAATATGGAAGAGTGCAT 

ATTTAAAAAGGACTATTTCAGCATATAGTAAAAGTCAGGTTATTTGTTTATTTGCGATAT 

CAGAGTAACTTAAACTAACTATGCAGGGCACTTTTAAAAGGTTTTACCATCCCACGCTTA 

CGCGGATGTCCTTCTTGGATAAATTCCTCAAGCCTATGATGGCAACGGCTTCCCCAAAGG 

AATACCAGATCAAACAACTGGTCAAGCCAATAGGCTTAACACAAGCACCAAGGAAAAGCA 

CCAAATACTCCCAGGGGAACTCTTTGAGGGATATGTTTGATTCGGAAAAGACAAACCACA 

GAGTTAAAGAGTTGGCCGTTGAATTCAGCAAATCTGGACTTTATGACGTGCAAGTCTTCC 

AAAAGACAAAGGGGAAATTGTTTATAGCTCCAGTTTCATATTGGAAAGAAGATAAAGCTT 

TGTTTTTTCCTCATTTGATAGGAACGGCAATGGATGGTACGAAACAACAGAATATCGAGG 

ATATGTTAAGGGGTAAAACCAGTATAGTGAGGTTATTTAGTACAGCATCTGGCGATAAGT 

TGAGTAGTTCATACTTCCAAGGAATCGTAGACGATAACAAAAAAACTGACTACTTGACTG 

AAGCTGATGCGCGTTTAAGTTTAAATGACAGTAAC6TCCAAATCATCGAGGTCAATCTTG 

TAGAAAACGCTGTGAAAAGTGCTCTAGTGAAAACGCTTGCTCGTTGGGCCAATCGCGTTC 

CATCCTGGCGCCAGCCATTTTATTTCGAATGTTCTAGAGGCCAATGGCCATTTTCCGTCA 

GGGAAGAGCTCTTTTGCAATAATGTCTTTTCTGGATACGTCTTTCTTGTGGACCAGCAGT 

TAAAAATTAGGTGGGCAGCTTGCGGGGAGGCTACTCCATCTGAAAAGGAAGCATTGTGGA 

AGTTTGCCAAACGTCTGTGA 

YLR393W, 279 aa (SEQ ID NO 204) 

MQGTFKRFYHPTLTRMSFLDKFLKPMMATASPKEYQIKQLVKPIGLTQAPRKSTKYSQGN 
SLRDMFDSEKTNHRVKELAVEFSKSGLYDVQVFQKTKGKLFIAPVSYWKEDKALFFPHLI 
GTAMDGTKQQNIEDMLRGKTSIVRLFSTASGDKLSSSYFQGIVDDNKKTDYLTEADARLS 
LNDSNVQIIEVNLVENAVKSALVKTLARWANRVPSWRQPFYFECSRGQWPFSVREELFCN 
NVFSGYVFLVDQQLKIRWAACGEATPSEKEALWKFAKRL 

YIiR423C, 1754 bp, CDS: 501-1754 (SEQ ID NO 205) 

TTCTATTGGTGTAGTTATACCAGAACCATCCTTCCCAAGGCCTTTTCCCGCAACATATCC 

CATACTCGAAAGTAACTTCGCACCAATACCATATGTCTTCGTTAATTTTGAGATCGTTGG 

GGCATTGCCGCTACTAGTTTTCAAGGCATCATTAGTGTATGTCATGTCACTATTCATGCT 

TGAATTATTATCTTCCTCATCGCTATAATTATAGGAATCGATTCTTCTTTTTTTGAAAAA 

GAACTTTTTATCTGTGTTGGAGTCCGAATCCTCCATGTTTTGGCGTACTGAAGGCTTAAG 

TTCTTCGACCTCTCTCGGTTGTACTATTTCGAAATTTTGGATTTTTGTTATTGTTTTGAC 

ATAATGTAAATACTAGATGCGCGCTCTAAGGCCTCAGTATTAAAAATTGCAAGATATCCC 

TAACTTGATAATTATTTGAAAGTCGCATAACGTACGATAAATTCGATACTGCGAGGATAT 

TATCAACGTATTTAACACCTATGAACGAAGCAGATGTTACAAAATTTGTTAATAATGCCA 

GGAAAACGCTGACCGATGCTCAACTTTTATGTTCAAGT6CTAATTTAAGGATTGTAGATA 

TTAAGAAAAAATTGTCATCTTGGCAGTTGAGTATTTCAAAACTCAATTTTCTAATAGTTG 

GCTTGAGACAGCAAGGAAAGTTTCTTTACACTATTTTAAAGGAAGGCATTGGGACAAAGC 

TAATCCAGAAACAATGGAATCAAGCTGTCTTAGTGGTCTTAGTTGATGAGATGAAGTACT 

GGCAATATGAAATCACTTCTAAAGTACAAAGGTTGGATGGTATAGTAAATGAATTGAGCA 

TATCAGAAAAAGATGATACCGATCCCTCTAAACTAGGAGATTACATCTCGAGAGACAACG 

TTAACTTATTGAATGACAAACTGAAAGAAGTGCCAGTAATTGAGCGTCAAATTGAAAACA 

TTAAGCTTCAATACGAAAATATGGTCAGAAAAGTTAACAAAGAACTGATTGATACCAAGT 

TGACGGACGTAACTCAAAAATTCCAAAGTAAATTTGGTATAGATAACCTGATGGAAACAA 

ATGTTGCAGAGCAGTTTAGCAGGGAACTAACGGACCTTGAAAAAGATTTAGCAGAGATAA 

TGAATTCATTGACACAGCACTTTGATAAGACATTGCTGTTACAAGATAAAAAAATTGATA 

ACGATGAACGTGAGGAGCTGTTTAAGGTGGTACAAGGCGACGACAAAGAACTATACAACA 

TTTTCAAAACTCTGCATGAGGTAATTGATGACGTGGACAAAACAATTCTTAACTTGGGTC 
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AATTTTTGCAGGCAAAAATAAAGGAAAAGACAGAACTACACAGCGAAGTTTCTGAAATAA 
TAAACGATTTCAATAGAAATTTGGAATATCTATTAATCTTTAAAGATATTTCCAATCTGA 
TTGATAGCTTCAAAAATTCCTGTACACAAGATATTCAAACAACTAAGGAACTTTGTGAAT 
TTTATGATAATTTTGAAGAAAGCTACGGTAACTTAGTTCTAGAAGCAAAGAGGAGAAAGG 
ATGTGGCAAACAGAATGAAAACTATATTGAAAGATTGTGAAAAGCAGTTGCAGAATTTAG 
ATGCTCAGGACCAGGAAGAACGTCAGAATTTTATAGCGGAAAATGGAACTTATCTTCCTG 
AGACAATCTGGCCCGGTAAAATTGACGATTTTTCTTCCCTGTACACTTTAAATTACAACG 
TGAAGAATCCTTAG 

YLR423C, 417 aa (SEQ ID NO 206) 

MNEADVTKFVNNARKTLTDAQLLCSSANLRIVDIKKKLSSWQLSISKLNFLIVGLRQQGK 
FLYTILKEGIGTKLIQKQWNQAVLWLVDEMKYWQYEITSKVQRLDGIVNELSISEKDDT 
DPSKLGDYI SRDNVNLLNDKLKEVPVI ERQ I ENIKLQYENMVRKVNKELIDTKLTDVTQK 
FQSKFGIDNLMETNVAEQFSRELTDLEKDLAEIMNSLTQHFDKTLLLQDKKIDNDEREEL 
FKWQGDDKELYNIFKTLHEVIDDVDKTILNLGQFLQAKIKEKTELHSEVSEIINDFNRN 
LEYLLIFKDISNLIDSFKNSCTQDIQTTKELCEFYDNFEESYGNLVLEAKRRKDVANRMK 
TILKDCEKQLQNLDAQDQEERQNFIAENGTYLPETIWPGKIDDFSSLYTLNYNVKNP 

YML026C, 1342 bp, exonl : 501-547, intronl : 548-948, exon2 : 
949-1342 (SEQ ID NO 207) 

ATCTGTAAATAATAAGCCCATGAAATATCAATCTCACAATGAAAGAATTGTATAATTCAG 
AATGATTTGACGTAAAAGCAAGTCTCATTCAAGAAACTGTAAAATCCGTACACACTACTG 

AATTTTACATCCATACATTTTTTTGAAATTTCATGTTTTTTTGAAAAATTGGAAAAGGGC 
TAAATTATCCGTCGGGGTGTCCTCCTAGCTCGGCTCAACCTAGGCAAATGCGTTTACTGG 
GGCCATCCAAGCTCATCCTTCCAGAGATTCGCCTTTCAGAGGCAAAGAACTCGTCTCCGC 
AGGCCTCTTGTTCCGGGAGGAGGAGAATTCTTGCGCGGAAACTGGTTGATGCCTGGGCTA 
TGGTAATTCTGACACCTTTGCTATCCTAACTGGAAAAGGTCCTTAGTAATAACAATATCA 
GGTACTTTAACATTGTTAAAGATATACTATTAG'TGAAAAACCGATCTTACGAAAAGCCAA 
TAGAGCAGAAAGTGGTAAAGATGTCTTTAGTTGTACAAGAACAAGGTTCCTTCCAACACA 
TTTTACGGTATGTTTTACGAGTACAGTGCAGATATGTTGAGAGAGTTTCACATTACATGG 
GATAATAGCTTAATATTGCGATTGAAAATATGTGAGTGCACTCCGATGGAATAATAAACG 
TCACGGGTTACCAAATACGAGGCCGAATTAACTCTACGCTACTATAAAAATTATCACTAG 
ATTTTTUyVGTAATACACAGTTTATTGGAAAATACAATATATGACTCAATGCGAATTTAAA 
AATTTCAGTCAATACAGCTTGACAAATTCATATTTATCGTCCCTCCATGTTCGTACGCCA 
TTCCAAAATGAT6CGCCATGTTGAAAATTTCTCGAAGAACCTAGCAGTGGTGTGAAATAA 
ATTACTAACAATAAGATGTACAATTTTTTGTGCGCCCATTACAATCAGTTTGTTGAACAC 
CAATGTCGATGGTAACATTAAAATTGTTTACGCTTTGACCACTATTAAGGGTGTTGGTCG 
TCGTTACTCCAACTTGGTCTGTAAGAAGGCTGATGTTGATTTGCACAAGAGAGCTGGTGA 
ATTGACCCAAGAAGAATTGGAAAGAATTGTCCAAATCATGCAAAACCCAACTCATTACAA 
GATCCCAGCCTGGTTCTTAAACCGTCAAAACGACATTACTGATGGTAAGGACTACCACAC 
TTTGGCTAACAACGTCGAATCCAAGTTGAGAGATGACTTGGAAAGATTAAAGAAGATCAG 
AGCCCACCGTGGTATTAGACACTTCTGGGGTTTACGTGTTAGAGGTCAACACACCAAGAC 
CACTGGTAGAAGAAGAGCTTAA 

YML026C, 145 aa (SEQ ID NO 208) 

MSLWQEQGSFQHILRLLNTNVDGNIKIVYALTTIKGVGRRYSNLVCKKADVDLHKRAGE 
LTQEELERIVQIMQNPTHYKIPAWFLNRQNDITDGKDYHTLAMNVESKIiRDDLERLKKIR 
AHRGIRHFW6LRVRGQHTKTTGRRRA 

YML063W, 1268 bp, CDS: 501-1268 (SEQ ID NO 209) 

TATATTATTTTTTCCCTTCTGGGTTCTTTTCTTCCTTTTCTTGTTTACCTTTTTTGCTTT 

TTCATAAAATAATTTCTCTAGATTTGAAGACAGCATTTTTGTACATCCATACACCATACA 

CCATACACCATAGCACCAGTACACTATATTTTTATGAATTTTACTAAGAATTATTCCTGC 

AGGAGCTCCACTGAAAAAAAAAGAGCAGCATGGATGTCCGGTAGAAGTGCTACTGAGTAA 

ATGGGAAGGACGCGGTAGATCCAGTGTGGAATCAAGGTGGTGCCGGTGTGAAGCCGCCTC 

GGCCGGCTGGACTCTCCAGGCCGGAGTGATGATTGCCACGCTGAACGTAACACAGTTTCA 

CAATACCAGTGTCCTCATTAGTGAGTTCCAATGTATAGTTAGTAGTGGTATTTTGATATA 

TGTGAGTGGTAGCAGATTTGAACTTAGTTAGTTGTATTCGCCTTTGAGGAAACCAAGCAA 

AAAACCGATCTAGACTAATCATGGCTGTTGGTAAGAATAAGAGACTATCCAGAGGTAAGA 

AGGGTTTGAAGAAGAAGGTCGTTGACCCATTTACCAGAAAGGAATGGTTCGATATTAAAG 
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CCCCATCCACTTTTGAAAACAGAAATGTTGGTAAGACTTTAGTTAACAAGTCCACTGGTT 
TGAAGAATGCTTCCGATGCTTTGAAGGGTAGAGTTGTCGAAGTTTGTTTGGCTGACTTGC 
AAGGTTCT6AAGACCATTCTTTCAGAAAGGTCAAGTTGAGA6TCGATGAAGTTCAAGGTA 
AGAACTTGTTGACCAACTTCCACGGTATGGACTTCACTACCGACAAATTGAGATCAATGG 
TCAGAAAATGGCAAACTTTGATCGAAGCTAATGTTACCGTTAAGACTTCCGATGATTACG 
TTTTGAGAATCTTTGCTATTGCCTTCACCAGAAAGCAAGCTAACCAAGTTAAGAGACACT 
CTTACGCTCAATCTTCCCACATCAGAGCTATCAGAAAAGTTATTTCTGAAATCTTGACCA 
GAGAAGTTCAAAACTCTACTTTGGCTCAATTGACCTCCAAATTGATTCCAGAAGTTATCA 
ACAAGGAAATCGAAAATGCTACCAAGGACATCTTCCCACTACAAAACATCCACGTTAGAA 
AGGTTAAGTTATTGAAACAACCAAAGTTCGACGTTGGTGCTTTGATGGCTTTGCATGGTG 
AAGGTTCCGGTGAAGAAAAGGGTAAGAA6GTTTCTGGTTTCAAGGATGAAGTCTTGGAAA 
CTGTGTAA 

YML063W, 255 aa (SEQ ID NO 210) 

MAVGKNKRLSRGKKGLKKIOA/DPFTRKEWFDIKAPSTFENRNVGKTLVNKSTGLKNASDA 
LKGRWEVCLADLQGSEDHSFRKVKLRVDEVQGKNLLTNFHGMDFTTDKLRSMVRKWQTL 
IEANVTVKTSDDYVLRIFAI2\FTRKQANQVKRHSYAQSSHIRAIRKVISEILTREVQNST 
LAQLTSKLIPEVINKEIENATKDIFPLQNIHVRKVKLLKQPKFDVGALMALHGEGSGEEK 

GKKVSGFKDEVLETV 

YML128C, 2042 bp, CDS: 501-2042 (SEQ ID NO 211) 

TTAATAGGGTTAGCCACCATTGTCTCGAACATGTTCACAGGCTCGGAGCTTGTGGCGGGT 

GCCTCGCTTACTGGAGTACCATTTAGCGGTGTGTTTGAAGCTAACGAGTTCATCTTCAAT 

CTTTATTTCCACTTCTTTACAAGCTTTCTGCCTTTCTCTATGACGTCTTTCCCAAAACAC 

TACCTCTTGACACGACTTGTTGTTTTCGTTTTTCTCTAAGAATATCACTATTTTCACTTT 

TTTCACCTTTTCCACCATTACGTCGGTAAGCAACAGCATTACGCCGGCCTCACCTTAGAG 

GGGAAGAATAAGGGATCTTTGGAACTGAAGGAAAATAAGGGAGAGGGAGGAAACAAGGAG 

GCGGTGAAAGGGGATCGACAGGGTATTTAAAGCCACTCATGGAGTCGTATTCCTAGCATG 

ATTAGATTACCGGAGTTTAGAAGAGGATCTGCAATAGAAGAGGAGACAACTACAAAAGAA 

CTGTTAATTAAGAGAAGAAGATGAAGCAATTCAAGTTGGTTAATGCGGTTTCCGCATCAT 

TTGTGCTTATTGGCTTAGTGTTGGCCAATTCAGATTCAGTGTTCGACAAGTGGACGCAGG 

AAGACCTGGCCGATTATTTACGTGATAATAAGAAGAGCTTGGAAAAGTACGCTACAGACT 

CCATTGAGGACTTGAAAACGGAGGCATCGCAGGTATGGGACAAACACGCGCAGCCCAAAC 

CATGGTGGCAGGTGTGGTCTAGTGACAGCAGTAGCGTGAGCAACAGTAACCCCGGATGGT 

TTGGTTATACTGGTTCTTCGGATCACCCAGTTTCTGACTGGCTCTTTGACACCTGGTCCA 

CAGACAGTCTACGTAACTTCTTGAAGAAAAACGGCGTGGATGTTGACGACGCTAAGGCTT 

CCAAGGACTCGCTGGTGAAGACTGCTAAGGAGAACTTCAACAAGATTTCCAAATCTTTGA 

AGTCGTCGGGATACTATCCTTCTAGCTCTTACTTTGATAGCTGGTCAACCAAAGATTTGC 

AAAACTGGTTGAATGACAATGGTATCGACTACGACAAGGCAGTTCAAAGCAAGGACGAGC 

TAGTTCAGAAAGTCAAGGAAAACATCTACCGAACTTCAGAAAAGGCAGAACAGCAGCGTC 

TGGGTTTGCTAGAAAGCTTGGATTTGGCTCACCAACAAATATTAGACACATCGGGACAAA 

TAAAAGACACTGTATTTGACAAGTGGTCTAGTGATCAGTTAACCAATTGGTTGGAGAGCC 

ACAAGGTCAATATTGACAAGAACATGGCCAAGAAACACGACTATTTGGTTAGAATGGCCA 

AAGAAAATTCTGCCAATTTGAAAGATGATATCTACTGGTACCTGGACTATATGAAAAGAG 

AGTCTTCTCCATTTTTGACCAAGACCCCAGAATACGTTGGTTCCGTTTGGGACTCTTCTA 

AAAATTTCCTCACAAATTTGTACTCCAAGTTCAGAGGTAAGACTGACAATGTGATCAATG 

ATACTTTTTTGGTTGGCCTAGACTCTTGGCCAAAGGACAAATTGAAAATGTTTTTAGATG 

CTCGTGGTATTAAGTACTCAATGCTGTCTACTGAACATCAATTGAGAGAATTAGTCAAAA 

AATCCAGAAACGAAAAACTCAAGATCCTGCCAAAAGACTACCAAAAATACTTTGACAACA 

GTAACTGGTCTTTGGATGACATAAAGGGTTGGTTTGCTGACAAAAAGGACGACTTCCAAG 

ATTCTCAGACTTACTCCACAATTATGCAGGATTTTGACAAGGTTTCCAAAAACACAAATG 

ATGCTAAGGACCAAATCGCTAAGACCTGGTCAAATACCTTTCAGAGCTGGTCTCAAGAAG 

ACCTATTGCAGTACCTAAAATCATTCGGTGTTCCGGTTAAACAGACTTCTACGAAGGACG 

ACTTAATCAACTTGGCCAAGCAGAATACGCAATGGTTGTTCGGCACTGTTAAGGAGCCTG 

CTTACAAGAGGTACCTACATAACGTTAAAAACTGGTCGAAAAGCATATTAGGGTTCAACT 

AA 

YML128C, 513 aa (SEQ ID NO 212) 

MKQFKLVNAVSASFVLIGLVLANSDSVFDKWTQEDLADYLRDNKKSLEKYATDSIEDLKT 
EASQVWDKHAQPKPWWQVWSSDSSSVSNSNPGWFGYTGSSDHPVSDWLFDTWSTDSLRNF 
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LKKNGVDVDDAKASKDSLVKTAKENFNKISKSLKS SGYYPS S SYFDSWSTKDLQNWLNDN 

GIDYDKAVQSKDELVQKVKENIYRTSEKAEQQRLGLLESLDLAHQQILDTSGQIKDTVFD 

KWSSDQLTISWLESHKVNIDKNMAKKHDYLVMIAKENSANLKDDIYWYLDYMKRE 

KTPEYVGSVWDSSKNFLTNLYSKFRGKTDNVINDTFLVGLDSWPKDKLKMFLDARGIKYS 

MLSTEHQLRELVKKSRNEKLKILPKDYQKYFDNSNWSLDDIKGWFADKKDDFQDSQTYST 

IMQDFDKVSKNTNDAKDQIAKTWSNTFQSWSQEDLLQYLKSFGVPVKQTSTKDDLINLAK 

QNTQWLFGTVKEPAYKRYLHNVKNWSKSILGFN 

YML130C, 2192 bp, CDS: 501-2192 (SEQ ID NO 213) 

ACGAGATCATTTTCTTATCTATCTATTGAGTAATGCTTACTTTTCATATTTTCAATGAAC 

AATAGGATATGTAGGAGAATTGATATATTCACTGCGTATCAGAGAAAAGGTCTACTGACA 

TTTTATGGCAAATGTATTCTACACAAATCGAGAATACCACAGACAATGGTACAAGACATA 

CACAAAGAGAAGACTGTTCTAATTAAACAAATAATATTGAGCTACCTGCTAAGTATGTCC 

TTTTCCCTTTGTCCTTTGGTTTCTCTTATAGAAGACCCTGGAAATTTTTCGCATTTTTCC 

GGCTTTGGGC6TTAGTAAGAACAAAAAGAAAAGAAGAGAACAAAAAAGAAACGATACGGA 

GTAC6TGTCATAAAAACTTGTTCAATCATCCTTGAAGCTAAGTATAAAGAGCTTGAAAAG 

GTTTACCACTTAAACTGGTTATACTATTTCAAGAGTGTAAACATTTTATTGCATATACCA 

CAGTAACGTGCAGGTAAAACATGAGATTAAGAACCGCCATTGCCACACTGTGCCTCACGG 

CTTTTACATCTGCAACTTCAAACAATAGCTACATCGCCACCGACCAAACACAAAATGCCT 

TTAATGACACTCACTTTTGTAAGGTCGACAGGAATGATCACGTTAGTCCCAGTTGTAACG 

TAACATTCAATGAATTAAATGCCATAAATGAAAACATTAGAGATGATCTTTCGGCGTTAT 

TAAAATCTGATTTCTTCAAATACTTTCGGCTGGATTTATACAAGCAATGTTCATTTTGGG 

ACGCCAACGATGGTCTGTGCTTAAACCGCGCTTGCTCTGTTGATGTCGTAGAGGACTGGG 

ATACACTGCCTGAGTACTGGCAGCCTGAGATCTTGGGTAGTTTCAATAATGATACAATGA 

AGGAAGCGGATGATAGCGATGACGAATGTAAGTTCTTAGATCAACTATGTCAAACCAGTA 

AAAAACCTGTAGATATCGAAGACACCATCAACTACTGTGATGTAAATGACTTTAACGGTA 

AAAACGCCGTTCTGATTGATTTAACAGCAAATCCGGAACGATTTACAGGTTATGGTGGTA 

AGCAAGCTGGTCAAATTTGGTCTACTATCTACCAAGACAACTGTTTTACAATTGGCGAAA 

CTGGTGAATCATTGGCCAAAGATGCATTTTATAGACTTGTATCCGGTTTCCATGCCTCTA 

TCGGTACTCACTTATCAAAGGAATATTTGAACACGAAAACTGGTAAATGGGAGCCCAATC 

TGGATTTGTTTATGGCAAGAATCGGGAACTTTCCTGATAGAGTGACAAACATGTATTTCA 

ATTATGCTGTTGTAGCTAAGGCTCTCTGGAAAATTCAACCATATTTACCAGAATTTTCAT 

TCTGTGATCTAGTCAATAAAGAAATCAAAAACAAAATGGATAACGTTATTTCCCAGCTGG 

ACACAAAAATTTTTAACGAAGACTTAGTTTTTGCCAACGACCTAAGTTTGACTTTGAAGG 

ACGAATTCAGATCTCGCTTCAAGAATGTCACGAAGATTATGGATTGTGTGCAATGTGATA 

GATGTA6ATTGT6GGGCAAAATTCAAACTACCGGTTACGCAACTGCCTT6AAAATTTTGT 

TTGAAATCAACGACGCTGATGAATTCACCAAACAACATATTGTTGGTAAGTTAACCAAAT 

ATGAGTTGATTGCACTATTACAGACTTTCGGTAGATTATCTGAATCTATTGAATCTGTTA 

ACATGTTCGAAAAAATGTACGGGAAAAGGTTAAACGGTTCTGAAAACAGGTTAAGCTCAT 

TCTTCCAAAATAACTTCTTCAACATTTTGAAGGAGGCAGGCAAATCGATTCGTTACACCA 

TAGAGAACATCAATTCCACTAAAGAAGGAAAGAAAAAGACTAACAATTCTCAATCACATG 

TATTTGATGATTTAAAAATGCCCAAAGCAGAAATA6TTCCAAGGCCCTCTAACGGTACAG 

TAAATAAATGGAAGAAAGCTTGGAATACTGAAGTTAACAACGTTTTAGAAGCATTCAGAT 

TTATTTATAGAAGCTATTTGGATTTACCCAGGAACATCTGGGAATTATCTTTGATGAAGG 

TATACAAATTTTGGAATAAATTCATCGGTGTTGCTGATTACGTTAGTGAGGAGACACGAG 

AGCCTATTTCCTATAAGCTAGATATACAATAA 

YML130C, 563 aa (SEQ ID NO 214) 

MRLRTAIATLCLTAFTSATSNNSYIATDQTQNAFNDTHFCKVDRNDHVSPSCNVTFNELN 
AINENIRDDLSALLKSDFFKYFRLDLYKQCSFWDANDGLCLNRACSVDWEDWDTLPEYW 

QPEILGSFNNDTMKEADDSDDECKFLDQLCQTSKKPVDIEDTINYCDVNDFNGKNAVLID 

LTANPERFTGYGGKQAGQIWSTIYQDNCFTIGETGESLAKDAFYRLVSGFHASIGTHLSK 

EYLNTKTGKWEPNLDLFMARIGNFPDRVTNMYFNYAWAKALWKIQPYLPEFSFCDLVNK 

EIKNKMDNVISQLDTKIFNEDLVFANDLSLTLKDEFRSRFKNVTKIMDCVQCDRCRLWGK 

IQTTGYATALKILFEINDADEFTKQHIVGKLTKYELIALLQTFGRLSESIESVNMFEKMY 

GKRLNGSENRLSSFFQNNFFNILKEAGKSIRYTIENINSTKEGKKKTNNSQSHVFDDLKM 

PKAEIVPRPSNGTVNKMCKAVffliJTEVNNVLEAFRFIYRSYLDLPRNIWELSLMK^ 

FIGVADYVSEETREPI S YKLDIQ 

YMR022W, 998 bp, CDS: 501-998 (SEQ ID NO 215) 
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AACAGTATTGGCTGTTGATTCATTGCGCTGCAGCAGTCACCTTCAATTTGTGCACCATTT 
TCGTATTCTGTACTTTGCGATGTAGAGTCTACTAAAATAGCGTCTCTGATAGCCATGGGT 
GAAGGTCTTCCTCTAGTTCTCACCTTAATTAGCATTCGGTGAGAATGCCTGCATGTTGAA 
GAGCGATGCCCTCTGATGCACGATGCACACGCATATTTGTTCCCATTAAATATTATCATC 
TCTGATAGAGCTTGAAGAACTTACCAGACTGTTTCAAGTTTAAAACAAGGCGCCTCATCG 
CATCTACCTCACGAAGATGCAGCAGCTTATTGTCTCGAGATCCTTCTTATAACTCCTTTT 
CGCCATTACCCGAAAACGAGATTACAGCCTCTAAACCAAGAGCTCGAAAAGCGCCAAAGT 
AAACTCTGGCGTTTAGCGTACGAAGGAGATTATCCTAAAAGGAACTTCCCTAGTAATAGT 
GTAATTTGGAAGGGCATAGCATGTCGAAAACCGCTCAGAAACGTCTCCTCAAGGAGCTTC 
AACAGTTAATTAAAGATTCTCCACCTGGTATAGTGGCTGGTCCCAAATCGGAGAATAACA 
TATTCATTTGGGACTGCCTAATTCAAGGGCCTCCAGATACGCCATACGCTGATGGTGTTT 
TTAATGCTAAGCTAGAGTTTCCTAAAGACTATCCGTTATCTCCACCTAAACTTACTTTCA 
CACCCAGCATACTACATCCAAATATTTATCCAAATGGGGAAGTGTGCATATCCATTCTAC 
ACTCCCCTGGTGATGATCCTAACATGTACGAATTAGCGGAAGAAA6ATGGTCGCCAGTGC 
AAAGTGTAGAAAAAATTCTATTAAGTGTTATGAGCATGTTGAGTGAGCCCAATATCGAAA 
GTGGTGCCAACATTGATGCTTGCATCTTGTGGAGAGATAATAGACCTGAATTTGAGAGAC 
AGGTAAAGTTATCCATTTTGAAATCATTAGGATTCTGA 

YMR022W, 165 aa (SEQ ID NO 216) 

MSKTAQKRLLKELQQLIKDSPPGIVAGPKSEaSINIFIWDCLIQGPPDTPYADGVFNAKLEF 
PKDYPLSPPKLTFTPSILHPNIYPNGEVCISILHSPGDDPNMYELAEERWSPVQSVEKIL 
LSVMSMLSEPNIESGANIDACILWRDNRPEFERQVKLSILKSLGF 

YMR118C, 1091 bp, CDS: 501-1091 (SEQ ID NO 217) 

GTCCTTCCGCTTTATATGTTTCGTTATCCTATCACATTATCAAATGACTTTGTGCCACTG 

TGTTTTGACAAAATTACTGTAATATAATCAATAGTATTTACATGTTTGTACCAGAAGTAC 

TTGCATCGCATCCAGTTCTCATGCAATATAGTTGTATACCATGTCGTTGAAAGGAACCAG 

AGTAAACACTTCTACCAGTATTTCTTTACGGTTCGGATCAAAACCATCACTCATTCGGTC 

ATTCTTACCGTACGATAAACCAAATTACAAGGAAAAGTATCCCTAATTAGAGATCACTGC 

ATCCGTAATAGTTTTTTTTCTATTTTGGACTTTTGTAAAAAAGGGATTAGGGATACGTTG 

CTCATAAAAAAATTGACGAAGATTTTAGATAATGGCAAATAAAAATGAAATAGTATCAAT 

ATACCGAAAAATTAATCACACTCAATGCGACTGTGATAGCTGATAAGTGGAGCTCAGAAA 

TATTCAGAAGCGTAAGAATAATGAAAGCAACCATTCAAAGAGTAACATCTGTATTTGGAG 

TTCCCCGAGCATCTGTATTCGTGCCAAGAATCAGCACACCATTTATTTTGCATAATTATA 

TCTCTAATGGCAGAATGGACCTTTTTTCCAAAGAATTCCACAATGGCCGCGTATCCAAAT 

CTGATCTTTGGTCAAGCAACAAGGAAGAGGAGCTCTTAGTATCTCAAAGGAAAAAAAGAC 

CGATCTCTCCTCATTTAACTGTTTACGAACCTGAAATGAGCTGGTATCTTTCCTCTTTAC 

ATCGTATATCTGGCGTTTTACTGGCTCTTGGATTCTATGCTTTCACAATTACTTTGGGTG 

TGACGACAATAATGGGAATGGATACGACTTTTCAGGATCTAAACAAGTGGTATCACGAAA 

AGATGCCTAAGTGGTCCCAATGGGTGGCCAAAGGCTCTGCAGCATATCTGTTTGCATTCC 

ATTTTGGTAACGGTATAAGGCATCTCATCTGGGATATGGGCTACGAATTGACCAACCGTG 

GGGTTATAAAAACCGGATCAATCGTTTTAGCCGGCACACTCGTCTTAGGAACGTATTTAC 

TGGCTCAGTAA 

YMR118C, 196 aa (SEQ ID NO 218) 

MKATIQRVTSVFGVPRASVFVPRISTPFILHNYISNGRMDLFSKEFHNGRVSKSDLWSSN 
KEEELLVSQRKKRPISPHLTVYEPEMSWYLSSLHRISGVLLALGFYAFTITLGVTTIMGM 
DTTFQDLNKWYHEKMPKWSQWVAK6SAAYLFAFHFGNGIRHLIWDMGYELTNRGVIKTGS 
IVLAGTLVLGTYLLAQ 

YMR143W, 1121 bp, exonl: 501-524, intronl : 525-713, exon2 : 

714-1121 (SEQ ID NO 219) 

CCGCTTAGCGCAAACTATCGTGAACTCGCTGCAACAACTGAGAGGGCAAGGATATACATA 
AAAATAGCCTACAAATTCTGAACTCTGTAAAGGAAGCCTCATAAATAAAGGTAGATAGTA 
AAGTATACAAGAGAA6AATCCCAAGATGTCAGCTGTCCCAAGTGTTCAAGTATGTTTTCA 
GTTCTGCAGAATGATGTTTGATAGTATCGATAATGGAGTGAGATCAAGAGAAAAAAAATG 
AATATGTCAGCCAACCAAGTTCTGAGTAGGCAGTAAATGAGTACGCATAGTGTATTTATC 
CAAAGGAAAGAATTGTTATTTTTACAAGCCGAATTGAGATCCAATTAGGCAATGTTTTGG 
GGAGAGTATTTTGACAAGATTGGTTAAACTACTACGGTCAGTTCCGTAACCAGTACGATT 
GTACACATAAGGAAACAACTGTAAAGATAAACAATAAGGGCTTCCAATGCCATTGTAAGA 
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TATCATATTCCTAAACAAAAATGTACAGCGAATATAAAGCCAGCGTCAGTGTCTTCCTGG 
AAGGTTGCGCAACTAAAGAAGTTGAAATTAAAATGGCAAGCGCTACATTTTCATCCATTT 
TCACTCATCAGATGTCCAAGATTTTCGAAAAATAAATATTCTCATTTTTCTCTCAATGAA 
ATAATTGTTACTAACATTGAATTTCCTCGTAACTAATTGCATTACTTCTTTAGACTTTTG 
GTAAGAAGAAATCAGCTACTGCTGTTGCCCATGTCAAGGCCGGTAAGGGTTTGATCAAGG 
TTAATGGTTCTCCAATCACTTTGGTTGAACCAGAAATCTTAAGATTCAAGGTTTACGAAC 
CATTATTGTTAGTTGGTTTGGACAAATTCTCCAACATCGATATTAGAGTTAGAGTTACTG 
GTGGTGGTCATGTTTCCCAAGTTTACGCCATCAGACAAGCTATTGCTAAAGGTTTAGTTG 
CTTACCATCAAAAATATGTCGATGAACAATCCAAGAACGAATTGAAGAAGGCTTTCACTT 
CTTACGACAGAACCTTGTTGATTGCTGATTCTAGAAGACCAGAACCAAAGAAATTCGGTG 
GTAAGGGTGCTCGTTCCAGATTCCAAAAATCTTACCGTTAA 

YMR143W, ,143 aa (SEQ ID NO 220) 

MYSEYKASTFGKKKSATAVAHVKAGKGLIKVNGSPITLVEPEILRFKVYEPLLLVGLDKF 
SNIDIRVRVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEQSKNELKKAFTSYDRTLLIAD 
SRRPEPKKFGGKGARSRFQKSYR 

YMR174C, 707 bp, CDS: 501-707 (SEQ ID NO 221) 

GTCCCATCATTCTTTACACCTCGTACTGTATTCATGATCATCTATCCATTTTACATACCG 
CTCCCTTTAAGATACGTTTATTCGTAACTCCCATTTACCAATCACTATGAGCCGTCCACG 
TTTCCAAAAAAACCTAAACATATGATGCAAACCTCCAATGAGACTCAACGTAACATGCAA 
GTAAATACAGAAGGTTAAGAGATAGTTGTCTTAAAGGGGTACCGAAAGCATTTAGGGGAG 
GCTTAAGGGAGGGTGCCGATCCTATGAAGTATTAATACGTAATGCCAAAAGGAATTGTTG 
AACATCTGAAGTGGATAGATTAATCGTACAGTAATCGTACAGTACTATGTCTTACTGATG 
TCGGGAATCTCAGGGGCGACCGCCCCCGGCTAGAATTATCTATATAACGGTAAAAAGAAT 
AAAACTCTATTCTAGTTCTCGCCATTTACCTTGACTTTAATGAACCAATAAAAGAAATTT 
CTACAACCAAGACATCCAGAATGAATACAGACCAACAAAAAGTGAGCGAAATATTTCAGA 
GCTCAAAGGAAAAATTGCAGGGCGATGCAAAGGTAGTGAGTGACGCTTTTAAGAAAATGG 
CTAGTCAAGACAAGGACGGCAAGACTACCGATGCT6ATGAAAGTGAAAAACACAACTATC 
AAGAGCAATACAACAAGCTCAAAGGGGCGGGGCATAAGAAGGAGTAG 

YMR174C, 68 aa {SEQ ID NO 222) 

MNTDQQKVSEIFQSSKEKLQGDAKVVSDAFKKMASQDKDGKTTDADESEKHNYQEQYNKL 
KGA6HKKE 

YMR191W, 1877 bp. CDS: 501-1877 (SEQ ID NO 223) 

GGTTCGATACAACACTTGTGCTGGCTGGTATATCAACCATGGGTACGTCAGCATATTGAT 

TCGATGTGGCAGTGTACGAGAGCCATTCTGTATCGTTCGACAAAGTTTGCATGACTTCAT 

GTTGTTTCGTAGCAGTATTCGTTGGTCCAGATGCAGGAATGCTGGTTATAAAGTTTGTTG 

TTCCTGGTCCACATTCATCTTTGGATGGCGTTGTTGGTGGCGAATTTGTCTTAGGCCTTT 

TGTTCGCGATGTGCTTTTGGATAGCCTGGAATACGAAATCTTTGTCTTCCTGTAAAGTCG 

CCGTTTCCTTTAACCATTTGTGCTCCCTTCTTAAGTTATGTGACGGCTTCGTCACCATTA 

CCGCCTTGTGTGTACGTGTATGATTTTTTAAATATATACAACAATAATCTGTATTTTTTC 

CTTTCCTCTAGCCAATGACTCCAAGCTGGCTGATAAAAACAAACTAAACGGTAAAGCCAC 

AAATCCGAAATGTATCACCAATGATCACCCAGCCTGCTAAGTGCCCTCTATTGATCCGTA 

TATCAGCTTTTAGATCAGGCTCGAGTTTCTTGTTATATGTGCATTGCAAAAGCATAAACA 

AATCCTGGCAGCCGAAGCCGGGCAATCCACTTCGAAACGCACGGCTGAACTATATAAATA 

TAAAGGACATGTGGAGAGAAGCTTCTCTTCCTTCACATTTCGCATTTCATGATCTAAAGT 

GGTTCTTTCACAATAGAAGAGCACCAACACGAAATATGGCTGTCGGTGGTAATAACTGGA 

GCATGTGGCTGCGAATGTCACGGGTCCACCTCAGGCAGATCACGAAGTCTCTGGACCGAA 

CGCTGATCAGTTTGAGCCATGGGAATTTTTCCCACCAATATAATCGCAATATTTTTGTCA 

CTTGGTGGAAGAGCCTATTTGAGGCTTCTACAGCTTTTAGGAGGGCAAGTGGTTTAACGG 

TATCTCCTCTCACGAGGAGAGGAATCGCAAGGTTTGACCATTTCAGACCTGTTCCCAATG 

TCAGTAAATTTGCTTCTTTTCCCAGAGTGCCCAAAGGAGCCCCAAGGGGCCTTTTTACCA 

ACTGGAATATGACTACATCAAAGAGATTATTAGGGCAGAGAGCTTATTCGACTTCCAGTA 

TCAAATTTACCCAAGAAGCCGTGAATAACATGACTATATCTTTGAGGTGTTTTTTCAACT 

CACTAGGCGGATTAAATCAGTGCTCCCACTCTAATTCCTGCAAAGCTTATCAGAATGCGT 

CTAATGTTACCTCTAAACAGGATCACGTCCAACCAGTTGCCCTTAAGAAGTTATCTCAAA 

AGGATATCAATTTCATTCGTAATTTAGAACTATTTAAGATAATGAAGACCCAGAATGAAG 

TCGTTGATGAAACAAGCGCATATTACATGGAAAAACCAGGTTCCTATATTGAATTTACCA 
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TTTCAGAATTTAACGTTAATGGGACATTCTCCGCACCTTTGTCATTTTTAGATCCTTCTT 
TGTTAGCGGATTTGGATGAAATGATTAGAAATTACAAATACGAATTAAAATCAATATACA 
GTAGTGTTGACATGATCTTGCAGAATTATGGATCATTGCCGATAACTTTTCATCGAAATA 
AGATTCGAATACATTTTCCAAACTCAACTGTGGTGGAAACAGAAAAACTAATTGCAGGTC 
TGAATATTGCTACGGGTGTTATTTACGCAGATACGTCTCCCGATATCAGTCTAGAAGGTA 
CAAATTTGAATGCTCTGGTTAATGTTGACAATTCAGGAAGCGTATGGTCTTTTGTTAAGG 
AGCCCTCGTTTCCCTCTAGGAGCGCTTTTTCACCTATTTTATCAGATGCATCCTATGATA 
CTTATGAATTGGTCTAG 

YMR191W, 458 aa (SEQ ID NO 224) 

MITQPAKCPLLIRISAFRSGSSFLLYVHCKSINKSWQPKPGNPLRNARLNYINIKDMWRE 
ASLPSHFAFHDLKWFFHNRRAPTRNMAVGGNNWSMWLRMSRVHLRQITKSLDRTLISLSH 
GNFSHQYNRNIFVTWWKSLFEASTAFRRASGLTVSPLTRRGIARFDHFRPVPNVSKFASF 
PRVPKGAPRGLFTNWNm-TSKRLLGQRAYSTSSIKFTQEAVNNMTISLRCFFNSLGGLNQ 
CSHSNSCKAYQNASNVTSKQDHVQPVALKKLSQKDINFIRNLELFKIMKTQNEWDETSA 
YYMEKPGSYIEFTISEFNVNGTFSAPLSFLDPSLLADLDEMIRNYKYELKSIYSSVDMIL 
QNYGSLPITFHRNKIRIHFPNSTWETEKLIAGLNIATGVIYADTSPDISLEGTNLNALV 
NVDNSGSVWSFVKEPSFPSRSAFSPILSDASYDTYELV 

YMR230W, 1228 bp, exonl: 501-552, intronl : 553-962, exon2 : 
963-1228 (SEQ ID NO 225) 

ATCAAATATTGATCGAGTTCATATAAAGCTAAAGAGTAGGAAATATACCATCAATGGTGA 
GCACTTATTTTTTTTTGGATTTAGATGTGAGACATACTAAAAAAAAGTTGCTATCAAGCC 
TATAATTTGGCTACGTTGTCTTCCGGTGTTTTTCAATTGATTTAAGTTACAACACTCAAA 
TCTGGGTAATTTGATCTTTTTTAATAATTATTTTAGTGACATATAGTTCTTAGAGTTCGC 
AGATTTATTTTGTCATTTTTTGGATCGGCGTCTTATAAAATCAAGACATAATACATCCGC 
ACATCGCGCATGTGTGGGTGTATATGCCCTTTTCACGATTTTTAAGTTGCGTCTCAAAAT 
AGTTTCCGAGTTGGAAGCCTGAGTTTTTCAAAACAATATAGGAATTAAAGGTATACGTCT 
TTGGATACATGTTATTTGAAATGGGGTAGAACTAGCACAACTGAAACCAAGAAAACACAG 
ATCATAACTAACCGTTCAAGATGTTGATGCCAAAGCAAGAAAGAAACAAAATTCACCAAT 
ACTTGTTTCAAGGTATGTTTGCATTTTTTAGGTGAAATATGCAGTGATATGCTCCGAAAT 
GGATAGCAAAGATGATAAATGAAAATACAATTAAATTGAACTTGAATATCATTAAAAGTG 
GTAGAAAACCGATTGTTTCAAAAAGATCTTTGTGGACAAGTACGGCAGTGCATGAATCCG 
AAAGAAAAGTGCAACCTAAGCAGAATTCCATTATTTCACGCGTCCATTTTTATAATGTTT 
GAACTTTTGAGTCCTTATAGAAATGCTAATATTATGATCAAAGCGATTATATCATTTACT 
TTACAGTTTCCGGAGTTTCCGTATTATTGCAAAAGGACCACAAACAATTGAAATCATGAT 
ATCGTAAGAAATATTATTACTAACAAGGAAGATCATTGAATTACGATCGCATATCGAAAT 
AGAAGGTGTTGTCGTCGCTAAGAAGGATTTCAACCAAGCTAAGCACGAAGAAATTGATAC 
CAAGAACTTGTATGTTATCAAGGCTTTGCAATCCTTGACTTCTAAGGGTTACGTTAAGAC 
TCAATTCTCATGGCAATACTACTATTACACTTTGACTGAAGAAGGTGTTGAATACTTGAG 
AGAATACTTGAACTTGCCTGAACACATTGTCCCAGGTACCTACATTCAAGAAAGAAACCC 
ATCCCAAAGACCTCAAAGAAGATACTAA 

YMR230W, 105 aa (SEQ ID NO 226) 

MLMPKQERNKIHQYLFQEGVWAKKDENQAKHEEIDTKNLYVIKALQSLTSKGYVKTQFS 
WQYYYYTLTEEGVEYLREYLNLPEHIVPGTYIQERNPSQRPQRRY 

YNL054W, 3998 bp, CDS; 501-3998 (SEQ ID NO 227) 

CCCTTCGCTAAATCATTAAGAGGTCATTCATGAAGTTAATTCAGCACCAAAGTTGGACTG 

TTAGACAC.GAGATACACATTGCAGTCCAAATGTGCAGATTTTTCAGATAATTGTCGTCGC 

ACAAGACTGCCCCTCCCGTCCTCAGACAGACACAAAATTAGATTTTACGTTTACATAAAG 

ATGTACATAACTTGAAAAAACGTTAATCCCTCTTAAATTTAGACCTTGTAAGTCTTCCTG 

GCCACTCTTTGTGATATATTGTAGTGCAATATATTGATTCGTTCTTCTTATTTCTTTGTT 

CTTAGGCATTTCCGCTTTAGAAAATTCGTTGGGTGGTTTCTGCGACGGGTATCCCCTTCG 

ATTTTGCATAATGATCTTCAATTCTACAACTAAAATCAA6TAGATACAGGAAAATATTCC 

ATAAATTATAGTGTAAATCGCCCTGTATACACCTTATCGTTTCATCTCAGGCAAGTTAAA 

GCATTTGGGAAACGTGCTAGATGACAGAAGAAGATAGAAAGCTCACTGTAGAGACAGAAA 

CAGTTGAGGCACCCGTGGCAAATAATCTTTTATTGTCGAATAACAGTAATGTAGTAGCAC 

CTAATCCTTCTATTCCCTCTGCCTCCACATCTACCTCTCCGCTACACAGGGAAATAGTTG 

ATGATTCTGTCGCTACTGCTAACACCACCAGCAACGTTGTACAGCATAATTTGCCCACCA 
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TAGATAACAATTTAATGGATTCCGATGCCACGTCACATAATCAAGATCATTGGCATTCAG 
ACATAAACAGGGCAGGAACATCAATGTCAACGAGTGATATCCCAACAGATTTACATTTAG 
AACATATCGGCTCTGTTTCATCAACTAATAATAATAGTAACAATGCCCTAATCAACCACA 
ACCCTCTGTCATCTCATCTTTCCAATCCGTCATCTTCATTACGAAACAAGAAGAGCTCTT 
TGTTGGTAGCTTCTAACCCTGCGTTTGCTTCAGATGTTGAACTCTCGAAGAAGAAACCTG 
CCGTCATCTCCAATAATATGCCTACAAGTAACATTGCCCTTTATCAAACAGCGAGATCGG 
CGAATATTCATGGTCCATCATCAACTTCCGCATCTAAAGCGTTCAGAAAGGCTTCGGCCT 
TCTCCAATAACACGGCACCCAGCACTAGTAATAACATCGGCTCGAATACACCTCCAGCTC 
CTCTTTTACCTCTACpTTCACTATCACAACAAAATAAGCCAAAAATAATAGAGAGGCCCA 
CAATGCACGTCACTAATTCAAGAGAAATACTTTTAGGTGAAAACCTGTTAGATGATACAA 
AGGCGAAGAATGCTCCCGCGAATTCAACCACACACGATAATGGTCCAGTAGCAAATGATG 
GGCTGCGTATACCGAATCACTCGAACGCAGATGATAATGAAAATAACAACAAAATGAAGA 
AGAATAAAAACATTAATAGTGGGAAAAATGAACGTAATGATGACACCAGCAAAATATGCA 
CTACATCTACTAAAACAGCGCCTTCAACCGCACCTTTGGGCAGTACAGACAATACTCAGG 
CTCTCACTGCTAGTGTCTCCAGCAGTAATGCTGACAATCACAATAATAACAAGAAGAAAA 
CCAGCAGCAACAACAACGGCAATAACAGTAATAGTGCATCCAATAAAACCAATGCCGATA 
TCAAGAATTCTAACGCCGACTTGAGCGCTTCTACCTCTAACAATAATGCAATAAATGACG 
ACTCACATGAGAGTAATTCAGAAAAACCAACAAAGGCGGATTTTTTCGCTGCAAGGCTGG 
CTACAGCTGTAGGTGAAAATGAAATTAGTGATTCTGAGGAAACATTTGTTTATGAATCGG 
CAGCTAATTCGACTAAAAACCTAATATTTCCTGACTCCTCCAGCCAGCAGCAGCAGCAGC 
AACAGCAACCTCCAAAACAACAGCAACAGCAACAAAATCATGGAATAACCTCAAAGATAA 
GCGCCCCATTGCTAAACAATAACAAAAAATTATTAAGCCGACTGAAAAATTCAAGACATA 
TTAGCACTGGTGCCATATTGAATAACACAATCGCGACTATAAGCACAAATCCGAACTTGA 
ATTCTAATGTGATGCAGAACAATAACAATCTGATGTCGGGACACAATCACCTGGACGAGT 
TGAGCAGTATAAAACAGGAGCCACCGCATCAATTGCAGCAGCAGCAACCACCAATGGATG 
TACAATCGGTAGATTCGTATACCTCTGACAACCCAGACAGCAATGTTATTGCCAAGTCGC 
CTGATAAGAGGTCAAGCTTAGTATCCCTATCTAAAGTTTCTCCACATTTACTTTCATCCA 
CATCAAGCAACGGTAACACAATATCGTGTCCCAATGTTGCCACAAATTCGCAGGAATTGG 
AACCAAACAATGATATTTCAACGAAGAAATCTCTTTCCAATTCTACTTTGAGACATTCCT 
CTGCTAATAGAAATTCTAATTATGGTGACAACAAAAGGCCTCTTAGAACAACAGTGTCAA 
AGATATTTGATTCAAACCCTAATGGAGCTCCTTTACGGAGATACTCTGGGGTACCGGATC 
ACGTTAATCTAGAAGATTACATCGAACAGCCGCATAATTATCCAACAATGCAAAATAGTG 
TGAAAAAGGATGAATTTTATAACAGCAGGAACAATAAGTTTCCCCATGGTTTAAACTTTT 
ATGGTGATAACAATGTTATTGAAGAGGAAAATAATGGTGACTCGTCTAATGTAAATCGAC 
CGCAACACACTAACCTTCAGCATGAGTTTATTCCAGAAGATAACGAAAGTGATGAAAACG 
ATATTCACTCCATGTTTTATTATAATCATAAGAACGATTTAGAAACAAAACCGCTAATAT 
CCGATTATGGTGAAGATGAAGACGTAGATGATTATGATCGCCCAAATGCTACTTTCAACA 
GTTACTATGGCTCAGCATCCAACACGCACGAACTTCCATTACATGGAAGGATGCCTTCAA 
GATCAAATAATGATTACTACGATTTTATGGTTGGCAACAATACTGGCAATAACAACCAAT 
TGAATGAATATACCCCCTTAAGAATGAAACGTGGTCAAAGACACCTATCAAGAACAAACA 
ATAGCATAATGAATGGTAGCATCCATATGAATGGTAACGATGACGTTACCCATTCCAATA 
TCAATAATAACGATATTGTTG6TTACTCACCGCACAACTTTTACTCAAGGAAGTCCCCAT 
TTGTGAAAGTAAAGAATTTTCTTTATCTTGCATTTGTTATATCATCACTATTGATGACAG 
GATTCATTCTGGGATTTTTATTGGCCACTAATAAAGAACTACAAGATGTAGACGTGGTAG 
TGATGGATAATGTGATTTCAAGTTCGGACGAGTTGATCTTCGACATCACAGTAAGTGCTT 
TTAATCCAGGATTCTTCAGTATAAGCGTTTCCCAAGTCGATTTGGACATTTTTGCAAAAA 
GTTCTTACCTGAAGTGCGATTCTAATGGTGACTGTACAGTAATGGAACAGGAACGGAAAA 
TTTTACAAATAACGACAAATCTTTCGTTAGTTGAAGAGAGTGCTAATAATGATATTAGTG 
GTGGGAACATAGAGACGGTATTACTAGGAACCGCTAAAAAACTAGAGACACCATTAAAGT 
TCCAGGGCGGCGCATTTAATA6GAACTACGATGTGTCAGTCTCGAGTGTCAAGCTTTTAA 
GTCCTGGGTCTCGTGAAGCCAAGCACGAAAACGACGATGATGACGATGATGATGGCGACG 
ATGGTGACGATGAAAACAATACTAATGAAAGACAATACAAAAGCAAACCAAATGCTAGAG 
ATGACAAAGAAGATGATACTAAAAAATGGAAGCTACTAATCAAGCATGATTACGAATTGA 
TAGTCCGTGGAAGCATGAAGTATGAGGTGCCCTTTTTCAATACGCAAAAATCTACGGCTA 
TTCAAAAGGATTCCATGGTCCATCCTGGTAAGAAGTGA 

YNL054W, 1165 aa (SEQ ID NO 228) 

MTEEDRKLTVETETVEAPVANNLLLSNNSNWAPNPSIPSASTSTSPLHREIVDDSVATA 
NTTSNWQHNLPTIDNNLMDSDATSHNQDHWHSDINRAGTSMSTSDIPTDLHLEHIGSVS 
STNNNSNNALINHNPLSSHLSNPSSSLRNKKSSLLVASNPAFASDVELSKKKPAVISNNM 
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PTSNIALYQTARSANIHGPSSTSASKAFRKASAFSNNTAPSTSNNIGSNTPPAPLLPLPS 

LSQQNKPKI IERPTMHVTNSREILLGE3ULLDDTKAKNAPANSTTHDNGPVANDGLRI PNH 

SNADDNENNNKMKKNKNINSGKNERNDDTSKICTTSTKTAPSTAPLGSTDNT^ 

SSNADNHNMSTKKKTSSNNNGNNSNSASNKTNADIKNSNADLSASTSNNNAINDDSHESNS 

EKPTKADFFAARLATAVGENEISDSEETFVYESAANSTKNLIFPDSSSQQQQQQQQPPKQ 

QQQQQNHGITSKISAPLLNNNKKLLSRLKNSRHISTGAILNNTIATISTNPNLNSNVMQN 

NNNLMSGHNHLDELSSIKQEPPHQLQQQQPPMDVQSVDSYTSDNPDSNVIAKSPDKRSSIi 

VSLSKVSPHLLSSTSSNGNTISCPNVATNSQELEPNNDISTKKSLSNSTLRHSSANRNSN 

YGDNKRPLRTTVSKIFDSNPNGAPLRRYSGVPDHVNLEDYIEQPHNYPTMQNSVKKDEFY 

NSRNNKFPHGLNFYGDNNVIEEENNGDSSNVNRPQHTNLQHEFIPEDNESDENDIHSMFY 

YNHKNDLETKPLISDYGEDEDVDDYDRPNATFNSYYGSASNTHELPLHGRMPSRSNNDYY 

DFMVGNNTGNMSIQLNEYTPLRMKRGQRHLSRTNNSIMNGSIHMNGNDDW 

GYSPHNFYSRKSPFVKVKNFLYLAFVISSLLMTGFILGFLLATNKELQDVDVWMDNVIS 

SSDELIFDITVSAFNPGFFSISVSQVDLDIFAKSSYLKCDSNGDCTVMEQERKILQITTN 

LSLVEES ANNDI SGGNIETVLLGTAKKLETPLKFQGGAFNRNYDVSVS S VKLLSPGSREA 

KHEITODDDDDDGDDGDDENNTNERQYKSKPNARDDKEDDTKKWKLLIKHDYELIVRGSMK 

YEVPFFNTQKSTAI QKDSMVHPGKK 

YNL067W, 1076 bp, CDS: 501-1076 (SEQ ID NO 229) 

GACGACTATTGATGCCAGGCAAATTTTGGATTTACTGCTCCTCTTTTAAGAAGACAAGTG 

T6TGATATCGTAGCGGTAGGAACCAATTTTGCAATCGATTTACTTACAGCCAAGAAAATC 

TATTTTCATGTTTAGCATTGCCATTTCTTCTGTGTCACACGTTGTGCTTGCCAGGAACTA 

TAGGAGAGACGTATACAAGCATCAATGTTACGAATGTACGATCCCGTTTGCATCTGATGT 

GTAAACTCATGTGGTGCACTGGTGTTGTTTCCAAGACTGCACTATTAACTGGGAATTTTT 

TTTTTTCTTCTAGTGAATTTTTTTTTAAAGCGACGCACAGGAAAAGTGAAAATTATTTAA 

ACGGACGGCAAACATGAAAAAAAAAATTACCAACCATATTTCTATTTCCTTTCCCTTTAC 

CTATTCTCTTTTTGAAATAGTTCATTTTCTCTCTCTGAAACGACAATAAACCAAACTCTA 

GCCTCCAATAGTCACTAAAGATGAAGTACATTCAAACCGAACAACAAATTGAAATCCCAG 

AAGGTGTTACTGTCAGCATTAAGTCCAGAATCGTCAAGGTTGTCGGTCCAAGAGGTACTT 

TGACCAAGAACTTGAAGCATATTGATGTTACCTTCACCAAGGTCAACAACCAATTGATCA 

AGGTTGCTGTTCACAACGGTGACAGAAAGCACGTTGCCGCTTTGAGAACCGTTAAATCTT 

TGGTTGACAACATGATCACTGGTGTCACCAAGGGTTACAAGTACAAGATGAGATACGTCT 

ACGCGCATTTCCCAATCAACGTCAACATTGTTGAAAAGGATGGTGCTAAATTCATTGAAG 

TCAGAAACTTTTTGGGTGACAAGAAGATCAGAAACGTCCCA6TTAGAGATGGTGTTACTA 

TCGAATTCTCTACTAACGTAAAGGACGAAATCGTCTTATCTGGTAACTCTGTTGAAGACG 

TTTCCCAAAATGCCGCTGACTTGCAACAAATCTGTCGTGTTAGAAACAAGGATATCCGTA 

AGTTTTTGGATGGTATCTACGTTTCCCACAAGGGTTTCATT6TCGAAGACATGTAA 

YNL067W, 191 aa (SEQ ID NO 230) 

MKYIQTEQQIEIPEGVTVSIKSRIVKVVGPRGTLTKNLKHIDVTFTKVNNQLIKVAVHNG 
DRKHVAALRTVKSLVDNMITGVTKGYKYKMRYVYAHFPINVNIVEKDGAKFIEVRNFLGD 
KKIRNVPVRDGVTIEFSTNVKDEIVLSGNSVEDVSQNAADLQQICRVRNKDIRKFLDGIY 
VSHKGFIVEDM 

YNL075W, 1373 bp, CDS: 501-1373 {SEQ ID NO 231) 

TCGATGGATATCCCATCCAAGAACAGGAATACTGGGTTTTTGAAGACCAGAATGGAGATC 

TCTGAGGAAGAAAAGATGGTACGTACAATATCACGGCTTGACAATACGAGTATTGCAAAC 

AGTAATGGAAATGGTAATGATGACACCTCTAATCAGAGAACGGAAGCACTGGGGCGTAAG 

ACGAGTAATGGAGGGCGAATATGATTACTAAGTTAAATAAATCAGATACAGTATTTAAAG 

TTCTTTCAAAAAAAGATAATGTCATATATTTTACTATCTACGCAGTGAAAGAGTTCCTTC 

TAATGACACACTATTCACTTCGGGTAACGGATATTGTGTACTGAAAAATATAAAAAATTT 

TATCCCGGAAATGCGATGAGATGAAAATGCATGAAGTAGCGTATATATTGATTGCATGAG 

GTTGGACTTGAAAGGGCATATATACTCGGTTTTATCATTGATTCAAGTGTTCCCATAAAT 

AATAAAACAGTTAAATCGAAATGCTAAGAAGACAAGCCCGTGAAAGGAGAGAATATCTAT 

ACAGAAAAGCGCAAGAATTACAAGATTCTCAACTGCAACAAAAACGTCAAATAATTAAAC 

AAGCGCTAGCTCAGGGGAAGCCATTGCCAAAGGAACTAGCAGAAGATGAGAGTTTACAAA 

AGGATTTCAGATATGACCAAAGTTTAAAGGAGAGCGAAGAAGCAGATGATCTACAGGTTG 

ATGATGAATATGCTGCCACAAGTGGTATAATGGATCCAAGAATCATCGTCACAACATCTC 

GTGACCCAAGCACTCGTCTCTCGCAATTTGCCAAAGAAATTAAACTGCTATTTCCAAATG 

CTGTCAGGCTGAACAGAGGTAATTATGTGATGCCAAATCTAGTGGATGCTTGTAAAAAAT 
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CCGGTACTACAGATTTGGTGGTATTACATGAACATAGAGGTGTTCCAACTTCTTTGACCA 
TATCACATTTTCCACATGGACCCACTGCACAGTTTAGTTTACACAATGTTGTTATGAGAC 
ATGATATTATAAATGCTGGTAACCAAAGCGAAGTGAATCCACATCTAATATTTGATAACT 
TTACTACCGCTTTAGGGAAAAGAGTAGTCTGTATTTTAAAGCACTTGTTCAATGCGGGGC 
CCAAAAAAGATTCCGAAAGAGTAATCACTTTTGCGAATAGGGGTGATTTCATTAGCGTTA 
GACAGCATGTATATGTGAGAACAAGAGAGGGAGTAGAGATTGCCGAAGTTGGTCCTAGAT 
TTGAGATGAGGTTGTTTGAACTGAGGTTGGGAACTTTAGAAAATAAGGACGCTGATGTTG 
AGTGGCAGTTGAGAA6ATTCATAAGGACTGCCAATAAAAAAGACTATTTGTGA 

YNL075W, 290 aa (SEQ ID NO 232) 

MLRRQARERREYLYRKAQELQDSQLQQKRQIIKQALAQGKPLPKELAEDESLQKDFRYDQ 
SLKESEEADDLQVDDEYAATSGIMDPRIIVTTSRDPSTRLSQFAKEIKLLFPNAVRLNRG 
NYVMPNLVDACKKSGTTDLWLHEHRGVPTSLTI SHFPHGPTAQFSLHNWMRHDI INAG 
NQSEVNPHLIFDNFTTALGKRWCILKHLFNAGPKKDSERVITFANRGDFISVRQHVYVR 
TREGVEIAEVGPRFEMRLFELRLGTLENKDADVEWQLRRFIRTANKKDYL 

YNL096C, 1418 bp, exonl : 501-644, intronl: 645-989, exon2 : 
990-1418 (SEQ ID NO 233) 

AAACACCTACTTATAGACACGACCAAACTTTCCACAACCTTTCATCAGAGAGAAATGTTG 
ATCAAGTTGAATGCGTGAAAGTAGCAATTCGAAACAACAACTACCTGTCATTCTGCATAG 
TAGTAGTTACGAAAGGCACAGAAAATAACAAAAAAAAAAAAAAAGTCAATTTTCTACGGT 
CTCCATCCGTACCTCTTTAAATCCGTACATTATTGTTTTGCTTAATTTCAATATTTCGGA 
AAAAGCGAGCGCCCTGGTAAAATGTGGTTCAAGCCTGCGAGCCTTTGCTTGGTAACTCAC 
CAAATGCAATTCAGTCACGTTCCACACAGTTTGGGTTTCCAGCCTGGCTTTAGGGAAGAA 
TGGGCTCACTAGGCGTTCATAATACGCGGAGGGGGAAATACCAAATGCTATTGATTATGG 
TTAAAATATGTGTTATTTGACTTTGTATATACAAACAGAAGAGAAACCAACACACTAAAG 
ACTAGACACATAACTGACCAATGTCCTCTGTCCAATCCAAGATCTTATCCCAAGCTCCAA 
GTGAGTTGGAATTACAAGTCGCCAAGACCTTCATCGATCTAGAAAGCTCCTCTCCAGAAC 
TAAAGGCTGACTTGAGACCATTGCAAATCAAATCTATCAGAGAAGTATGTTAAAAGTTAT 
ATAATTTGGAAGCAGCAACATTGTGATTTCTTCTAAAGGGGTTCTTTGCAGTAATTTTTT 
CAAAAAAGAGTGATTTTGAGCAGTATCTGTATGAAATTTTCATGTGTTCGAGAAAAATAG 
TAATTCCGAGAGCTGTCAATACCATGAACGTTGCGATGAGCCTTTGAACTATAAAGGCCT 
CCTTGGTCAGTACCAATATCGATGAATAAAATAGAAGCACGCGAAAAAGACCTTACCCCA 
AGGAGAAGAATCACAAACCCTTTTTTGTTATGAATGAACCAATTCAGTTACTAACTTTAT 
TTCAACGCTGCTTGATTCTTATTGTTTAGATT6ATGTCACCGGTGGTAAGAAAGCACTAG 
TCCTTTTTGTCCCAGTTCCAGCTTTGTCTGCATACCATAAGGTCCAAACCAAATTGACCC 
GTGAATTGGAAAAGAAATTCCCTGACCGTCATGTTATTTTCTTGGCTGAAAGAAGAATCT 
TGCCAAAACCATCTAGAACATCTAGACAAGTCCAAAAGAGACCAAGATCCAGAACTTTGA 
CTGCTGTTCACGACAAGGTTTTGGAAGACATGGTTTTCCCAACTGAAATTGTCGGTAAAA 
GAGTTAGATATTTGGTTGGTGGTAACAAGATCCAAAAGGTTTTGTTAGACTCCAAGGATG 
TTCAACAAATCGACTACAAGTTGGAATCTTTCCAAGCTGTCTACAACAAGTTGACTGGCA 
AACAAATTGTTTTTGAAATTCCAAGCCAGACCAACTAA 

YNL096C, 190 aa (SEQ ID NO 234) 

MSSVQSKILSQAPSELELQVAKTFIDLESSSPELICADLRPLQIKSIREIDVTGGKKALVL 
FVPVPALSAYHKVQTKLTRELEKKFPDRHVIFLAERRILPKPSRTSRQVQKRPRSRTLTA 
VHDKVLEDMVFPTEIVGKRVRYLVGGNKIQKVLLDSKDVQQIDYKLESFQAVYNKLTGKQ 
IVFEIPSQTH 

YNL162W, 1333 bp, exonl: 501-504, intronl: 505-986, exon2 : 
987-1333 (SEQ ID NO 235) 

TTCATCACCAATATAGACTAATGCGTTTTGGAACGCCAAACCGCAGTGACAAATAGCAAA 
TATGTAGCTGTCATATCGGCATATAATAACAGTTTTCTACCAAATGCTGTCCTACATTCA 
GAGATCTTACATCCTTACATCTAAAGTAAAACCTAGACATTTACTTCGAGTTATACTTTT 
TTTTTATTTATCTATTTTTTCTCTTGCGGACATTTAACACCTGAATTCCGCCTAACGCCA 
GGACTGATCCTGCCAGGGAAGGGAGCTTTGTCTAGTGCCAATAGGCCGGACCAGTAGGAA 
GGTTACAGCAGCTGGCCCGCAGAGTGATTGGGTCACAGGAAATAGCGCAACCTTCTCTTT 
TGCCCGGGAAAGGCGGTTCAATCTACCTTCGAAGGGCTAGTACATGAGCGCGAAGGAGGC 
AGATAATAGCACCATTAAGTGGTCCAAATGCATCTTGAAATCTAATCCTTAATAGAGGAA 
AACAACAATTATCAGTAAAAATGGGTATGTTATAACCATAATTCCTAATGGTGAATAAAA 
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TCAGGACCAATAAAGAAAAGCTAATTTGATTTTTATTGTCAATGAAATTTCATAATCGTC 
ATGAATGCATAAACAGACACACCTAGCAACTGTATAATCTGCGCCTAAAAAGGGCGTATA 
CACAAAACTAAACGATGCGCAATAAAAGTTCAGCAGTCAGCAATGAAACCGAGATATGCA 
GCAACAGAGTATCATATGCATGGAGGATCCTTTCTGTTTTTCTGATAATATGCTCTGAAA 
AAGCTCCAAACAGCACAGTAGCCTATTTGTGAAGCTCAAAAAAGGCTTCTATTTCCCTCG 
CTATCTTCAGATTGTGCAGTGATATTCTTTGAGGAAGGAAACGTAGAGGGGATAAGTTGG 
ATAACTGTTATTTCTTTTCAATATGCTAGATTTTGCTTACCACCTTACTGATTTTTTCTA 
ATAATAAACTTTTTTACTAACATTAGTACGATGTCTCATCTATTTCTTCTATTTAGTTAA 
CGTTCCAAAGACCAGAAAGACCTACTGTAAGGGTAAGACCTGTCGTAAGCACACTCAACA 
CAAGGTTACTCAATACAAAGCTGGTAAGGCTTCCTTGTTTGCCCAAGGTAAGAGACGTTA 
TGACCGTAAACAATCTGGTTTCGGTGGTCAAACCAAGCCTGTTTTCCACAAGAAAGCTAA 
GACTACCAAGAAGGTTGTTTTGAGATTGGAATGTGTCAAATGTAAGACCAGAGCCCAATT 
GACCTTGAAGAGATGCAAGCACTTCGAATTGG6TGGTGAAAAGAAGCAAAAGGGTCAAGC 
TTTGCAATTCTGA 

YWL162W, 116 aa (SEQ ID NO 236) 

MVRCLIYFFYLVNVPKTRKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGF 
GGQTKPVFHKKAKTTKKWLRIjECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF 

YNL178W, 1223 bp, CDS: 501-1223 (SEQ ID NO 237) 

GGTCCACGTCAGTTCCACACAATAACATTTACGTAGTGTTCACGCGAAGCAGTTACATCT 

CAACTAACATAATTGCTGGTGAGCCTACAACACTGCATGCGTAAACGTCAACGGGATTAC 

gttagtatttttggccgccggtaaattctcttgtttttttttcttgatttcacttctttt 
catgttcctttggaataatctaattcctcatgattaaatgagactgttttttgtttccgt 
aacatccatacctttcctgtataatattcttgctgtaaagtttgttttttttatgaaaaa 
aacattttcttttcttgagatgaggcgccgcgagcctttctcccatgggcagtggtaaat 
tttccaaatcaatgcagctctttgaaatacaacagcatttttcatacattttaagcaatt 
tctagtttgtagatattgttagattagtttttgaacattgttttgataactgaaaataaa 

ACAGCAAACAAACTACTUIAAATGGTCGCTTTAATCTCTAAGAAAAGAAAGCTAGTCGCTG 

acggtgtcttctacgctgaattgaacgaattcttcaccagagaattagctgaagaaggtt 
actccggtgttgaagtccgtgtcactccaaccaagaccgaagttatcatcagagctacca 
gaactcaagatgttttgggtgaaaacggtagaagaatcaacgaattaactttgttggttc 
aaaagagattcaagtacgctccaggtactattgtcttatatgctgaaagagttcaagacc 
gtggtttgtccgctgtcgctcaagctgaatctatgaaattcaaattgttgaacggtttgg 
ctatcagaagagctgcttacggtgtcgtcagatacgttatggaatctggtgctaagggtt 
gtgaagttgttgtttccggtaaactaagagctgccagagctaaggctatgaaatttgctg 
acggtttcttgattcactctggtcaaccagtcaacgacttcattgacactgctactagac 
acgtcttgatgagacaaggtgttttgggtatcaaggttaagattatgagagacccagcta 
agagcagaactggtccaaaggctttgccagatgctgtcaccatcattgaaccaaaagaag 
aagaaccaattcttgctccatctgtcaaggactacagaccagctgaagaaactgaagctc 
aagctgaaccagttgaagcttag 

YNL178W, 240 aa (SEQ ID NO 238) 

MVALI SKKRKLVADGVFYAELNEFFTRELAEEGYSGVEVRVTPTKTEVI IRATRTQDVLG 
ENGRRINELTLLVQKRFKYAPGTIVLYAERVQDRGLSAVAQAESMKFKLLNGLAIRRAAY 
GWRYVMESGAKGCEVWSGKLRAARAKAMKFADGFLIHSGQPVNDFIDTATRHVLMRQG 
VLGIKVKIMRDPAKSRTGPKALPDAVTIIEPKEEEPILAPSVKDYRPAEETEAQAEPVEA 

YNL182C, 2168 bp, CDS: 501-2168 (SEQ ID NO 239) 

CTTTGATAAATTAATACGGTAAGATACCGTGTGAACTATTATAATAACTGCCACGCTTAT 

AGCATGTACGCTATACATTTACGTGCTGAGCTCCTAGGAAAGCTCATGAGCAGCCACTGT 

ATCGTGGAGCATAACTACAACAAAGAATACACAGCGTCACATAGAGGGTTTTTGAGAGGA 

GAAGTTGAAATAGGACTTGATCTTGGGGGAGAGGGGATTTGAAAGCACCCATTCAGGAGT 

ATGTGTCTGTAATTGAAGTGTTAGCGCGCGATTCACCTGTAATAAGAGTGATGATTTGAT 

AGCGCCATTCTACATCATATGGCAAATGTTGAAAAACTGTACGCGCGAACTAAAATTTTT 

TTTTACATCCCACTAAATGAAAATTTTAAATCGATGCCCATTCCAAATATGCTTATTCGA 

AGGACGGCTCTGACAAGGGCATATGCGTTAAGATTGATTGTTCAATATTCATAAAACAGG 

atctttcaagggacgataaaatggatgagcaagttatttttacaacaaatacctcaggaa 
caatagcttctgtacactcatttgaacagataaatttgaggcaatgctccactcaatcaa 
gaaatagctgtgttcaagtaggaaataaatacctttttattgctcaagcacaaaaagcat 



wo 01/02550 



80/161 



PCT/BEOO/00077 



TAATCAATGTCTACAATCTGTCAGGTTCTTTCAAAAGAGAATCTGTTGAACAGCGCTTAC 
CATTACCTGAAATCCTAAAATGTCTGGAAGTAGTTGAAAATGATGGTGTGCAGTATGATA 
GAATTCAAGGTGTCAATCATAATTTACCAGACTTCAATCTTCCGTACCTTTTACTTGGCT 
CCACCGAATCGGGTAAATTGTACATATGGGAGTTAAATTCAGGGATTTTATTGAACGTGA 
AGCCTATGGCTCATTACCAAAGTATCACCAAGATTAAGTCCATTTTAAACGGCAAGTATA 
TTATTACTTCTGGTAACGATTCGAGAGTTATTATATGGCAAACTGTTGACTTGGTATCAG 
CGTCCAATGATGATCCTAAGCCTTTATGTATCCTTCACGATCATACTCTACCCGTGACAG 
ATTTCCAAGTTTCTTCTAGTCAAGGAAAATTTTTATCATGTACTGATACGAAACTCTTCA 
CAGTATCTCAAGATGCTACCATTAGATGCTATGATTTGAGTTTAATAGGCAGCAAAAAGA 
AGCAGAAGGCAAACGAAAATGACGTTAGTATTGGTAAGACCCCAGTATTGCTTGCGACAT 
TTACAACTCCTTATTCTATCAAATCCATTGTACTGGATCCTGCTGACAGAGCATGCTATA 
TTGGTACTGCGGAAGGTTGTTTTTCATTGAATTTATTTTATAAACTAAAGGGTAATGCTA 
TCGTTAATCTGCTACAGTCCGCCGGAGTAAACACAGTTCAAAAAGGTAGGGTTTTTTCCC 
TAGTGCAACGTAACTCACTAACTGGCGGCGAAAATGAAGATTTGGATGCACTATATGCAA 
TGGGCCAACTTGTCTGTGAGAATGTCCTAAATTCAAATGTGTCATGCCTAGAAATATCAA 
TGGATGGTACATTATTATTGATCGGTGATACGGAGGGGAAAGTTTCTATTGCGGAAATTT 
ACTCAAAACAAATCATTAGAACTATCCAAACTTTAACTACATCACAGGATTCAGTTGGAG 
AAGTGACCAATCTCTTAACCAACCCTTACAGACTCGAACGTGGAAATTTACTTTTTGAAG 
GAGAATCCAAAGGCAAACAACCTAGTAATAATAATGGTCACAATTTTATGAAGATACCAA 
ACTTACAAAGAGTTATCTTTGATGGTAAAAACAAAGGCCATTTACACGATATTTGGTATC 
AGATAGGAGAACCAGAAGCAGAGACAGATCCTAACCTCGCATTACCACTTAACGACTTTA 
ATGCCTATTTGGAGCAGGTCAAAACGCAAGAATC6ATATTTTCACATATCGGTAAGGTGT 
CAAGCAATGTAAAAGTGATTGACAATAAAATCGACGCCACTTCATCTTTAGACAGCAATG 
CCGCTAAAGATGAGGAAATTACAGAACTTAAGACCAACATAGAAGCATTAACTCATGCCT 
ACAAGGAGTTACGTGACATGCACGAAAAGCTGTACGAGGAACACCAACAGATGCTTGACA 
AGCAATAA 

YNL182C, 555 aa (SEQ ID NO 240) 

MDEQVIFTTNTSGTIASVHSFEQINLRQCSTQSrajSCVQVGNKYLFIAQAQKALINVYML 

SGSFKRESVEQRLPLPEILKCLEWENDGVQYDRIQGVNHNLPDFNLPYLLLGSTESGKL 

YIWELNSGILLNVKPMAHYQSITKIKSILNGKYIITSGNDSRVIIWQTVDLVSASNDDPK 

PLCILHDHTLPVTDFQVSSSQGKFLSCTDTKLFTVSQDATIRCYDLSLIGSKKKQKANEN 

DVSIGKTPVLLATFTTPYSIKSIVLDPADRACYIGTAEGCFSLNLFYKLKGNAIVNLLQS 

AGVNTVQKGRVFSLVQRNSLTGGENEDLDALYAMGQLVCENVLNSNVSCLEISMDGTLLL 

IGDTEGKVSIAEIYSKQIIRTIQTLTTSQDSVGEVTNLLTNPYRLERGNLLFEGESKGKQ 

PSNNNGHNFiaiPNLQRVIFDGKNKGHLHDIWYQIGEPEAETDPNLALPLiroF^ 

KTQESIFSHIGKVSSNVKVIDNKIDATSSLDSNAAKDEEITELKTNIEALTHAYKELRDM 

HEKLYEEHQQMLDKQ 

YNL190W, 1115 bp, CDS: 501-1115 (SEQ ID NO 241) 

AATGCGCTCCCGTACGTCAGTGGCTGTTGCTGAAACGAGACAATTTCTCAATTCGTTTGT 

TTGTGTACTGTATTTGTTATCTTTACTATATATATGTTGTTAAGTTtCTTTTACCAATTA 

GTGCTCACTTCTCTCGTCTTTTATTAGGTGTGTGTGTTGTGCGTAATTTTCGTTTCGCTG 

ATTACTTTATATAGTGTAGTTTGTTCTTGAATGTAATAAAGACTTCTGTTTTATTTTGTT 

TTGTTATTTAGAAACAGTCTATCTGGTTTAACTTAAACGAGTGAGCTTAAGATAATCTGA 

CTACAAGAAAACCAAGCTTCTATTACTTTGTTTCTTTCTCTTTTTTCTTTTTTGAATAAA 

GAATTTTCCTTTAAGGAGTAACTTAAGCATTTAGCTGCACATTAAACACTTTTTTTTTTA 

CTTCTAACTCACACACTTTTGGAAGAACATTTATTTTTTCGACCTTCTTTCCCAAATACC 

CAGCGCTTTATAATTGAAATATGAAGTTCTCTTCTGTTACTGCTATTACTCTAGCCACCG 

TTGCCACCGTTGCCACTGCTAAGAAGGGTGAACATGATTTCACTACCACTTTAACTTTGT 

CATCGGACGGTAGTTTAACTACTACCACCTCTACTCATACCACTCACAAGTATGGTAAGT 

TCAACAAGACTTCCAAGTCCAAGACCCCAAACCACACTGGTACTCACAAGTACGGTAAGT 

TCAACAAGACCTCCAAGTCTAAGACCCCAAACCATACCGGTACTCACAAGTATGGTAAGT 

TCAACAAGACTTCCAAGTCCAAGACTCCAAACCATACCGGTACTCACAAGTACGGTAAGT 

TCAACAAGACCTCCAAATCCAAGACTCCAAACCACACTGGTACTCACAAGTACGGTAAGT 

TCAACAAGACCTCCAAGTCTAAGACCCCAAACCATACCGGTACTCACAAGTATGGTAAGT 

TCAACAAAACCAAACATGACACTACCACTTATGGTCCTGGTGAAAAGGCCCGTAAGAACA 

ATGCCGCCCCTGGTCCATCTAATTTCAACTCCATAAAATTGTTTGGTGTTACCGCTGGTA 

GTGCTGCCGTAGCCGGTGCCTTATTACTATTATAA 
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YNL190W. 204 aa (SEQ ID NO 242) 

MKFSSVTAITLATVATVATAKKGEHDFTTTLTLSSDGSLTTTTSTHTTHKYGKFNKTSKS 
KTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTSKS 
KTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTKHDTTTYGPGEKARKNNAAPGPS 

NFNSIKLFGVTAGSAAVAGALLLL 

YNL208W, 1115 bp, CDS: 501-1115 (SEQ ID NO 243) 

GGTTATACACATATATATATTTTTCATTTTTAATGTCTTAGCTTTTGTATCTTAGATGAA 

GTTTTAGTTCTGTATATCACGATCAAGATATCATACAATCATAAATTCAATTATTCTTCT 

GTTTCCCCTCTTGAGGCATCAAACGAGTGTTTGACTGATACACACCAACATACTAAGGCA 

ACTTTTCTGGCTGCCCAAAGCTGTGGCACGTATGAAACTGCTTTTCGGCTGCATAAAACA 

ACCATGTGGAGTTTTTACTGTATTCGCATTTCGCCCCGCTAGCATTCTTCGTTCATGCTA 

AAAATGAGGCGTGGGCTAATATTCAGTATTAATAATTCCGGCACCCGCACAGCCCATACC 

GGAAAAGGGGCTGGCTGTTGGGCTTGGCAAAAAACTCAATCTGAGCAGTCATTTATAAAG 

AAAGACTTTAATTTGTCTTGCTAAACACTTGTAAGCCTTCCAAATATAGATCACTTAAGA 

CAATCTAACAAGTGTCCAAAATGTCTGCAAACGAATTCTACTCAAGTGGCCAACAAGGTC 

AATATAACCAGCAAAACAACCAAGAAAGAACTGGTGCTCCAAACAACGGTCAATATGGTG 

CCGACAATGGTAACCCCAACGGTGAACGTGGTTTATTTTCCACTATTGTAGGTGGCAGTG 

CCGGTGCGTACGCTGGATCTAAGGTGTCGAACAACCATTCTAAGTTGAGTGGTGTGCTGG 

GCGCCATAG6TGGTGCATTCCTTGCCAACAAGATATCTGATGAGCGTAAAGAGCATAAGC 

AACAAGAGCAATACGGCAACTCAAACTTCG6AGGTGCTCCTCAAGGTGGACACAACAACC 

ATCACCGTCAGACAATAACAACAATAACGGTGGATTTGGCGGTCCAGGCGGCCCTGGCGG 

TCAAGGTTTCGGAAGACAAGGCCCACAAGGATTTGGAGGTCCTGGTCCACAAGAGTTTGG 

TGGTCCAGGTGGCCAAGGATTCGGTGGTCCAAATCCTCAAGAATTCGGCGGCCAGGTGGC 

CAAGGATTCGGTGGTCCAAACCCTCAGGAATTCGGGGGCCAAGGTCGTCAAGGATTCAAT 

GGCGGTTCACGTTGGTGAATGGCTCAACAGAGTGA 

YNL208W, 204 aa (SEQ ID NO 244) 

MSANEFYSSGQQGQYNQQNNQERTGAPNNGQYGADNGNPNGERGLFSTIVGGSAGAYAGS 
KVSNNHSKLSGVLGAIGGAFLANKISDERKEHKQQEQYGNSNFGGAPQGGHNNHHRQTIT 
TITVDLAVQAALAVKVSEDKAHKDLEVLVHKSLWQVAKDSWQILKNSAARWPRIRWSK 
PSGIRGPRSSRIQWRFTLVNGSTE 

YNL210W, 1313 bp, CDS: 501-1313 (SEQ ID NO 245) 

TCATAACGGGTTCTTTTCAAAAAACCGTAAAAATTTGAGGTCACACCAACTAAATACAAA 

TTGTTTCATCACGGTGACTATATCAAGAACTTCGTAAGGAAACATTTAGAAAACTCAATA 

TAGTAAAGTTTCATCAGCAATCTTATCTGAGTAATATTATCTACGATCTAAATATAGGAT 

GATCTGCCGATTTAGGAATCGTACTGTAGATTGCTCTTGGCGACAGATATAGTGAAATAC 

CTTTTACAAAGTGGATACAGGTTGCCTATCACTACCGCCATTTCACTAGCAAGTAGAGTA 

TTGAGAAAACGGTAAACTTTGAAA6TTGCAGATGCAGAATATATATCTGGTTTTGTAGTT 

CTATCCGCTAAACGGGACGATCGCATTTTAGCCGCCGACAGTGTTAATATAAGTAATGAA 

CTTGGGTTAATTTGATTACGCGTCACAGCTACTAATAAAATAAGACCGAGAGTTTTAATC 

AGCTAGTGCATACCAAAACAATGAGTAACCAACACAGCCCTCAGCCATTTTGTTTGGACA 

CCAAATTGGTGAAACTATTAGAAGAGCTCCAGGAGGGAAAGCAATTCAACAATAAAAACA 

TATTCCCGGAAAAAGCATTATATTTGAAGCTCGCTCTTGATTATTCTTTCTTCAGAAAGA 

ATTTACTAGAGTTTTGCGTCCACCTTGACAAGATAAAAGGAGTCATTAGACCAAACTATG 

ACACTATATATATTTTGTGCCTGTTGGAGGTGGATCTCCTCAATCTGGTATTTACCGACA 

ATATATTGGAAATATGTTTGCCCAGGTTTGTTTCAAGGGAGGACTTGAGGGTTTTTAATA 

ATACTTTTTACACATATCACGATAACCGCCTACGTATTCTCCAAGAAGACTTTTCTCAAT 

TGTTCAAAAAAATCAAAACTAAGGCTTCTGTACTATGTTTTACAGTTGAGGAAATTTTTC 

TGACAAACCAAGAAATTTTACCTCAAAACTCAACAGTGGCAGAACTGCAAAAGAGCACTA 

ATAAAGTACAGACAAATGGGCCGCAACGGCACGATTTCATAGTCACTCTAGAAATAAAAC 

TGAACAAAACACAAATCACTTTCCTCATTGGAGCTAAAGGAACGAGAATTGAAAGCTTGA 

GGGAAAAATCAGGCGCCAGCATAAAAATAATACCTATTAGTGATAAAATGACTGCACATG 

AAAGGAACCACCCTGAATCTGTTCAACAAACAATACTAATTTCGGGTGACTTATACTCAA 

TTGCATTAGCCGTCACCAGTATAGAGTCTGCATTAATTACTTTGGATTTATAG 

YNL210W, 270 aa (SEQ ID NO 246) 

MSNQHSPQPFCLDTKLVKLLEELQEGKQFNNKNIFPEKALYLKLALDYSFFRKNLLEFCV 
HLDKIKGVIRPNYDTIYILCLLEVDLLNLVFTDNILEICLPRFVSREDLRVFNNTFYTYH 
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DNRLRILQEDFSQLFKKIKTKASVLCFTVEEIFLTNQEILPQNSTVAELQKSTNKVQTNG 
PQRHDFIVTLEIKLNKTQITFLIGAKGTRIESLREKSGASIKIIPISDKMTAHERNHPES 
VQQTILISGDLYSIALAVTSIESALITLDL 

YOL031C, 1766 bp, CDS: 501-1766 (SEQ ID NO 247) 

AGTTTTTTTTCTCGAGAAATTGTGAACAAAAGAAAGCAAAGACACAGAAGATGATAAGAG 

AGAGAAACAACGAAGAAAGAACAACAATGTTGGGGTTCACCCGAGAGATATTGACATACT 

GACCTTAGAAAAGGCATTACTGAGGCTACTGACTAAAGCGCGTTACATAAATGCATAGTA 

TATTTCTTGTTGTATACGCAGCGGCCAACTAGTGGCAGCAAGAATGTAATGAACGATTCA 

TCTGCAGGTTTGGAGGCCGCAACTAGATCAAAACGTAAATAGCGGGTGAAGTGTTCTGGA 

CGTTAGAAGTAACGTCCGCAGATCGAAGCTAAACACGAGATTAGATTTCGGGTAACGGAA 

TTGTGATAATTAAGAAAGACCAGACTATGTGAAAAGGCCACGTAAATGATAGAGCACACA 

TTAGCAACTATAATAGACTAGTTTTCGCATCGCTGGAAGTTCTCGATATTGAATATCACT 

TCCAAGAACGCAAACTTAGAATGGTCCGGATTCTTCCCATAATTTTGAGCGCCCTATCTT 

CGAAATTAGTGGCGAGTACAATATTGCATTCATCCATACACTCAGTGCCATCTGGAGGCG 

AAATCATATCTGCAGAAGATCTTAAAGAACTTGAAATTTCAGGGAATTCGATCTGCGTTG 

ATAATCGTTGCTATCCTAAGATATTTGAACCAAGACACGATTGGCAGCCCATACTGCCAG 

GTCAAGAACTCCCCGGTGGTTTGGACATTAGAATAAACATGGACACAGGTTTAAAAGAGG 

CAAAACTAAATGATGAGAAGAATGTCGGTGATAATGGTAGCCATGAGTTAATTGTATCTT 

CAGAAGACATGAAAGCATCGCCTGGTGACTATGAATTTTCCAGTGATTTCAAAGAAATGA 

GAAACATCATAGATTCTAACCC6ACTTTATCTTCACAGGACATTGCCAGATTGGAGGATA 

GTTTTGATAGAATAATGGAATTTGCGCATGATTACAAGCACGGCTACAAAATTATTACCC 

ATGAATTCGCCCTCTTGGCCAACCTTAGTCTCAATGAAAATTTGCCGTTAACATTGAGAG 

AGCTCAGTACTAGAGTCATTACCAGCTGCTTGAGAAACAATCCTCCTGTAGTCGAGTTCA 

TTAATGAAAGTTTTCCAAATTTTAAAAGCAAAATCATGGCCGCTCTGTCAAATTTGAATG 

ATTCTAACCACAGATCCTCTAATATCCTAATAAAAAGATACTTGTCCATTTTAAACGAAT 

TACCTGTCACATCCGAAGATCTTCCTATATACTCTACGGTTGTTTTACAAAATGTATATG 

AAAGAAACAACAAGGACAAACAGTTACAAATAAAAGTCCTGGAGTTGATCAGCAAAATTT 

TGAAGGCCGACATGTACGAAAATGACGATACAAATCTAATTTTGTTCAAAAGAAATGCTG 

AGAATTGGTCGTCAAATCTGCAAGAGTGGGCAAACGAGTTCCAAGAGATGGTCCAGAACA 

AAAGTATAGATGAACTACATACAAGAACGTTTTTTGACACCCTTTACAACTTGAAGAAAA 

TTTTCAAAAGTGACATCACGATCAACAAAGGGTTTTTGAATTGGTTAGCGCAACAATGTA 

AAGCCAGGCAATCTAACTTGGACAATGGGCTCCAAGAGAGAGATACTGAACAAGACTCAT 

TTGATAAGAAACTTATCGACAGCAGACACTTGATCTTTGGCAACCCCATGGCTCATAGAA 

TAAAAAATTTCAGAGATGAACTCTGA 

YOL031C, 421 aa (SEQ ID NO 248) 

MVRILPIILSALSSKLVASTILHSSIHSVPSGGEIISAEDLKELEISGNSICVDNRCYPK 
IFEPRHDWQPILPGQELPGGLDIRINMDTGLKEAKLNDEKNVGDNGSHELIVSSEDMKAS 
PGDYEFSSDFKEMRNIIDSNPTLSSQDIARLEDSFDRIMEFAHDYKHGYKIITHEFALLA 
NLSLNENLPLTLRELSTRVITSCLRNNPPWEFINESFPNFKSKIMAALSNLNDSNHRSS 
NILIKRYLSILNELPVTSEDLPIYSTVVLQNVYERNNKDKQLQIKVLELISKILKADMYE 
NDDTNLILFKRNAENWSSNLQEWANEFQEMVQNKSIDELHTRTFFDTLYNLKKIFKSDIT 
INKGFLNWLAQQCKARQSNLDNGLQERDTEQDSFDKKLIDSRHLIFGNPMAHRIKNFRDE 
L 

YOL048C, 821 bp, CDS: 501-821 (SEQ ID NO 249) 

TAAGTACATGATTTTTGTTTGCATTGATATGACTTGTTTTATGACTAACATATTTAATTT 
TTATTTGTTAACCGTAGGGGTTTTATGAAGTGCTGACGAATCCTGTTTATTGGAAGCATA 
TTTTACTGTTTGCGGTTTGCTATGCCCTGATTTTTGTCACTATTGCTGGTCTCTTTTATG 
TCACACTTGTACCGCTTTTAGTGACATGGGCCATACTGTTATTAGGGCCTCTTGGTGTGA 
TACTGGTTCATATTCAATGGATTTTACAAACGAATGTCTTGACTGCCTTTGTTTGTAGAA 
CACTGGTCCTGACCCATATTACGAATCAGATATTTGATATATCTTTGGTGTTGCAAGACC 
AAGATGAATTTCTAAACGAGGTGAAGGTATTGCCTAAACCACAAAAGCCACATAGAAAAA 
TCGATGAACCTGATGCGGTGAGAAATTTCAACACAATAAAGGGAAGTCGGATTTTTAAGA 
TTCCCAGATTACTATTCAGAATGTTTTTTAAAGTCTCCAATTTTACTTCACTAACATTAC 
TGTCGCTAATTCCTATTGTAGGACCAATCTTGGCAAATCAACTAATGGCCCCAAAAAGAA 
CCTTTACCTATTTGCAGAGGTACTTTTTACTAAAGGGATTCAGTAAGAAACAGGCCAAAG 
ATTTTCAGTACGAGCATTACGCAAGTTTCATATGTTTCGGTATGTCTGCCGGTCTACTAG 
AGTTAATACCCTTCTTCACAATAGTCACCATATCTAGCAACACTGTTGGTGCAGCTAAAT 
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GGTGTACTTCGCTACTAAAGGGTGAAAGAAAGAAGGAATGA 
YOL048C, 106 aa (SEQ ID NO 250) 

MFFKVSNFTSLTLLSLIPIVGPILMTQLMAPKRTFTYLQRYFLLKGFSKKQAKDFQYEHY 
ASFICFGMSAGLLELIPFFTIVTISSNTVGAAKWCTSLLKGERKKE 

YOROIOC, 1256 bp, CDS: 501-1256 (SEQ ID NO 251) 
ACATTTCCCAAAAAAGACATTTCTGTCCAAAAGTAGAAGGCAAGAAAACCCTGGAGGAAT 
CATAGGCAAAGAAAGAAAAGAAGAAGTTCATCTTTAAAACTACCTTTCAAGCCTTTATTC 
GTTCCTCGTAAAGGACACACGAAAAAAATAAACAGTACCTTGCAGAAGGAGTGCAGAGTT 

AGGTCGCAGGGAATCCTTGAAAGCCAAGAGTTTTTTTTCCGTAATGATCTCCCAAAGCAA 
CCATCAACATTGTGGTGCAAAGTTTAGTGTAAGATGTTCTACTGAACTATCTTAATAGCT 
GAGCATCATGTGAGTAAACGAGTAAGCAAGAAAACAACAAAGTAATGTTCAACTTTCGTA 
ACTACGGAAAATAATATATAAGTAGTTAACGAAATTCGAACAATGAGAGCTCTCACATAT 
CATCTTCTTTTCCAGTTTAGCCATTATCAGCACAATAATACAAAACACACTCGTACACTC 
GCTTCAACTATAACAAAAAAATGGCTTACATCAAGATCGCTTTATTAGCTGCTATCGCTG 
CTTTGGCTTCTGCCCAAACTCAGGAAGAAATTGACGAATTGAACGTTATTTTGAATGACG 
TTAAGTCCAACTTGCAAGAATATATTAGTTTGGCTGAAGATTCTTCATCTGGATTTTCCT 
TAAGCAGTCTGCCATCTGGTGTTTTAGACATCGGTTTAGCTTTGGCTTCCGCCACTGATG 
ACTCCTACACTACTTTGTACTCTGAGGTTGACTTTGCTGCTGTTAGCAAGATGTTGACCA 
TGGTTCCATGGTATTCTTCCAGGCTTCTACCAGAATTGGAATCCTT6TTAGGAACTTCTA 
CCACCGCTGCCTCTTCTACTGAAGCTTCTTCTGCTGCTACTTCTTCCGCTGTTGCTTCCT 
CCAGTGAAACTACTTCTTCTGCCGTCGCTTCCTCCAGTGAAGCTACTTCTTCTGCCGTCG 
CTTCTTCCAGTGAAGCTTCTTCTTCTGCTGCTACTTCTTCTGCTGTCGCTTCTTCCAGTG 
AGGCTACCTCTTCCACCGTCGCTTCCTCTACCAAGGCTGCCTCTTCCACTAAGGCTTCTT 
CCTCTGCTGTTTCTTCAGCTGTTGCTTCTTCCACCAAAGCCTCCGCCATTTCTCAAATCA 
GTGATGGTCAAGTTCAAGCCACTAGCACTGTTTCCGAACAAACTGAAAACGGTGCTGCCA 
AGGCTGTCATCGGTATGGGTGCTGGTGTCATGGCCGCTGCCGCCAT6TTATTATAA 

YOROIOC. 251 aa (SEQ ID NO 252) 

MAYIKIALLAAIAALASAQTQEEIDELNVILNDVKSNLQEYISLAEDSSSGFSLSSLPSG 
VLDIGLALASATDDSYTTLYSEVDFAAVSKMLTMVPWYSSRLLPELESLLGTSTTAASST 
EASSAATSSAVASSSETTSSAVASSSEATSSAVASSSEASSSAATSSAVASSSEATSSTV 
ASSTKAASSTKASSSAVSSAVASSTKASAISQISDGQVQATSTVSEQTENGAAKAVIGMG 
AGVMAAAAMLL 

YOR019W, 2693 bp, CDS: 501-2693 (SEQ ID NO 253) 

CATTGATCTCGAGCACAGCTGCTCTTTTCTCTCAATGAATTACGTTATATGTTAATCACA 

CAAGCATCAGTTTTTCATCGCAAAAGAAAATATTTAGAGTTCTTGCAATTCAGATGTACC 

tcaattaataactcaatcacctcctatgttcttgctggtagtactgcttttgtcttaatt 
actgctgaatcagccttctagaagaccgttctgtttcagccgctcgccccttttcaaagc 
ttgcgcggctgagttttatgaggggcggcttttttgtgaatggcaatctaccattattag 
tagcaatatgatttgcagata6atacatatatatccttctgggttcatgtctcgttacca 
tccacactaatgcataggaccagaaagaaaggacatcgaatccaacacgtattaaaataa 
ggactcctcattaaaaaggcttttaatattcaacttgctatagatcacgcacccttttgg 
caagtcaaccttaaattattatgatttctgtttgcccacaaaatgacttgcaaaaatgct 
acagaagcctcacattcgatgttccaggacaacaattcgaagagagaaatgaacaaaacc 
ttaaaaaacgggccaaaaagaaaggcagtttccaaccatctgttgcctttgacacagtgc 
cttccaccgctggttattcttctatagacgacagcagggaaggattcaaaggtgtacct6 
ttcccaactattacacgatggaagagtgctatgacgatgaaacagactctttttcgccaa 
atttgcaatattatttgagagatacattccaatcatcaccttttctgaatactagaaaag 
agaacaaatctgaatccagtagttttccaatgagatcctcaaagttgttggaaaagaatt 
ctgacatcaaaaaatatttcttggtatccaagaatggaaaaatagtgaggagagactatc 
caagcacgccagtaattgtcaacgaaacgttgatgataaacaggtttgaaaagaactgga 
taaagttatggcgccaaagaaaactacaaataaatgaaaggctgaatgacaaaaaaaaat 
ggtttacttacccagaacttatcttctctgaagagcgtattaaaccgttatatagaggag 
atgatagtgcaccatgtacaaaagaacaaaaaagaaagcataaaatacttcaacaaaagg 
tcggatatcccaataaccctaagacaatagtttgtcacattaacggaaaaaaacatacgt 
gggttgccctagactggacagtctacaagtttgcacgaaatcttgatcacattgttgtca 
taactacactgccaaaaatgatttctaacaggaaaaaaactgcaaaagatgatacagaat 
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GGGCACCGGGATATCAAAAAGAAGTAATAGATCAAAAATTAAACGACATTTTTGATTATA 
TTTTACAGCTAGTAAAAGTGGTCAAAATATCCGTCAAAATTACTTTAGAAATAATTGTAG 
GCAAAATTAAAAAAAGTCTGGTAGATGTCATTAATGTCCATACTCCAGATTTCTTAGTTC 
TTGCTACTTTAAAGCACGAGCGAAATGAGAATCTTATTACATATAAATCCAAAAAGCTGA 
CAGATGTCTTTCCTGTTAGTTATCCGATTCCCACATTTGTTGTTCCCTCGAAACGAATGT 
ATTCGTTCGAACTGAATCTACAAAGAGAAGTAAATGAACATTATGTCTCAAAAAATCATA 
TGAAGCACGAACACACTGACGTTGAGAGCATGAGCAGTTCAATGTTCAAAAAAAATACAA 
TATCAGATATTTCTTCACATATTTCCGTAGATTCGTACGCCGAAGATTTCAAAAGGCAAG 
GCTACATCAAAAAGCAGTTCAACACCTCTAATGATTCCATTCCAAGAAAATTGACCGGTC 
TCGCCCAGCATTCAAGAAGGAAGATCACGGGTGATATAGAAAAATTACAAGACGATGAGA 
AAGATAGAGAATGTACTAAGGAAAAACTTTTGTTGAAGAAAATTGATATCATAATTAGAG 
AGTCATTGAAGTCTTCTTTAGCGATAGAGACGTTGCCTGGTAAAAATGTATCGCAGTCCA 
GTCACGGTGACCAAATTTCCAGCTTTAAGAATGCTTTGATAGGCAATGGGTCGAAAAACA 
CAAAGTTTAGAAAATCTTTAATACCATATTCTTCCTCAGAGGAACAAAATACCACAACAA 
CTATTAAACTCAGTAGCTCGCCTACGTCCCAAATCAAGTTTGCAACCTCTGTAAAACACA 
AAGATGGAAGAGCCGCCCTTGGCAAAGCCAGAAATCTGCCTGATATAAGGCACAGTATTT 
CCTTCGACAAAGAAAATTCCTTTGATCCATCTGATAAAAGCAGTAGTGTTGATAATAGCA 
TTCCTTTGAGGAAAGTTAAAAGTGCCGGTGCGTTAAGAAAAGTCAAAACTAATGACTCCT 
CAAGTAGTGCAGGGTCAAAGAAAAGCTCGTCTAGTTTTAGTACTGTGAACACCTTCACTG 
GGGGTGGAGTTGGGATTTTTAAGGTGTTTAAAAGTGGAAGTTCCTCTGGAAATAAATCAT 
CCAGTAGAAGGAATAGTAGCAGTGGCGATGTTTTTGAAAGTGATGATCGTAACGACAAGA 
AAAAGAAGAAGAAAAAAAAGAAGAAATCATTGTTCTTATTCGGCAAAATATGA 

YOR019W, 730 aa (SEQ ID NO 254) 

MISVCPQNDLQKCYRSLTFDVPGQQFEERNEQNLKKRAKKKGSFQPSVAFDTVPSTAGYS 
SIDDSREGFKGVPVPNYYTMEECYDDETDSFSPNLQYYLRDTFQSSPFLNTRKENKSESS 
SFPMRSSKLLEKNSDIKKYFLVSKNGKIVRRDYPSTPVIVNETLMINRFEKNWIKLWRQR 
KLQINERIJ!JDKKKWFTYPELIFSEERIKPLYRGDDSAPCTKEQKRKHKILQQKVGYPNNP 
KTIVCHINGKKHTWVALDVm/YKFARNLDHIWITTLPKMISNRKKTAKDDTEWAPGYQK 
EVIDQKLNDIFDYILQLVKWKISVKITLEIIVGKIKKSLVDVINVHTPDFLVLATLKHE 
RNENLITYKSKKLTDVFPVSYPIPTFWPSKRMYSFELNLQREVNEHYVSKNHMKHEHTD 
VESMSSSMFKKNTISDISSHISVDSYAEDFKRQGYIKKQFNTSNDSIPRKLTGLAQHSRR 
KITGDIEKLQDDEKDRECTKEKLLLKKIDIIIRESLKSSLAIETLPGKNVSQSSHGDQIS 
SFKNALIGNGSKNTKFRKSLIPYSSSEEQNTTTTIKLSSSPTSQIKFATSVKHKDGRAAL 
GKARNLPDIRHSISFDKENSFDPSDKSSSVDNSIPLRKVKSAGALRKVKTNDSSSSAGSK 
KSSSSFSTVNTFTGGGVGIFKVFKSGSSSGNKSSSRRNSSSGDVFESDDRNDKKKKKKKK 
KKSLFLFGKI 

YOR027W, 2270 bp, CDS: 501-2270 (SEQ ID NO 255) 

AATTTTCCCCCCGTCATAAGTTCCTATACACGGCTGGCTCTGATGGCATAATTTCATGCT 

GGAACCTACAAACCCGCAAGAAAATAAAAAATTTCGCCAAATTTAACGAAGACAGCGTGG 

TTAAAATTGCTTGTTCGGACAATATTCTATGTCTGGCAACTTCTGATGATACTTTCAAGA 
CAAACGCCGCAATTGACCAAACTATTGAACTAAACGCAAGTTCAATATACATAATATTTG 
ACTATGAGAACTGATATCTTCGTGAAGATTCGTGTAGTATGATAGAACATTCCAGAAAAA 
AAATTCAGATTCATCGCTCTCTCTTCGCTTCTCCTCCTTTAAGGAATAAAGAAAAAATCA 
CATACATAGATTAAGTAAATAGGATCTGCTAGAAAAATTATATATAGATCAATCATCTTA 
TTAAGGTATCTTGTTTAAGCCCAAAAGTCTGCTCCCAAATTCCTCACTGTAGCTACTAAA 
ACAACCTATACGCAAGAAAGATGTCATTGACAGCCGATGAATACAAACAACAAGGTAACG 
CTGCATTTACCGCTAAGGATTACGATAAAGCGATAGAGCTCTTCACTAAAGCTATTGAAG 
TTTCTGAAACTCCAAACCATGTTTTATATTCTAACAGGTCCGCCTGTTATACTTCTTTAA 
AGAAATTTAGTGACGCATTGAATGATGCTAATGAATGTGTCAAAATCAATCCATCTTGGT 
CTAAGGGTTATAATAGACTCGGTGCCGCCCACTTAGGTCTTGGCGATCTCGACGAAGCTG 
AAAGCAACTACAAAAAAGCCTTGGAGTTGGATGCCAGTAACAAGGCCGCCAAAGAAGGAT 
TGGATCAGGTTCATCGTACCCAACAGGCAAGACAGGCACAGCCTGATTTAGGGTTGACAC 
AGTTGTTTGCTGACCCAAATTTAATTGAAAATTTAAAGAAGAACCCAAAAACTAGCGAAA 
TGATGAAGGACCCTCAATTAGTGGCTAAACTGATTGGGTACAAACAAAATCCGCAAGCTA 
TTGGCCAAGATCTGTTTACTGATCCAAGATTAATGACCATCATGGCTACATTGATGGGGG 
TTGATTTAAACATGGATGATATAAACCAATCAAACTCCATGCCAAAGGAACCGGAAACCA 
GTAAAAGCACTGAACAAAAGAAAGATGCTGAACCACAAAGCGATTCCACTACGAGCAAGG 
AAAATTCCTCTAAAGCACCACAGAAAGAAGAAAGTAAGGAATCCGAGCCAATGGAAGTTG 
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ATGAAGATGACTCTAAAATTGAGGCCGACAAGGAAAAGGCCGAAGGTAACAAGTTTTACA 
AGGCACGTCAATTCGATGAAGCTATAGAGCACTACAACAAGGCGTGGGAACTGCATAAAG 
ATATTACCTATTTAAACAACCGTGCTGCTGCTGAATACGAAAAAGGCGAATACGAGACAG 
CTATTTCTACCTTGAATGATGCTGTTGAGCAAGGTAGAGAAATGAGAGCGGATTACAAGG 
TCATTTCCAAATCATTTGCGCGTATTGGTAATGCCTATCACAAATTGGGTGACTTGAAGA 
AAACTATAGAATACTACCAAAAATCATTGACCGAACATCGTACTGCTGACATTTTGACCA 
AGTTAAGGAATGCTGAAAAAGAATTGAAGAAAGCTGAGGCGGAGGCGTATGTTAACCCTG 
AAAAGGCGGAGGAAGCCCGTCTTGAAG6TAAGGAATATTTTACCAAGAGTGATTGGCCGA 
ATGCTGTTAAGGCTTACACTGAAATGATCAAAAGGGCACCTGAAGATGCTAGAGGATATT 
CTAATAGAGCTGCTGCACTAGCGAAGTTAATGTCTTTCCCTGAAGCTATCGCAGATTGTA 
ACAAAGCCATTGAAAAAGATCCAAATTTCGTGAGAGCTTATATCAGAAAGGCCACCGCAC 
AAATTGCTGTTAAAGAATATGCTTCCGCTTTGGAAACACTAGATGCGGCCAGAACCAAAG 
ATGCTGAAGTGAATAATGGTTCTAGTGCAAGGGAAATTGATCAACTGTACTACAAGGCAA 
GCCAACAAAGATTCCAACCTGGTACCAGTAACGAAACCCCAGAAGAAACCTATCAAAGGG 
CCATGAMGATCCTGAAGTGGCTGCGATCATGCAAGATCCTGTTATGCAAAGTATTTTGC 
AGCAGGCCCAACAGAATCCCGCTGCTTTACAAGAACACATGAAAAATCCAGAAGTATTCA 
AAAAGATTCAGACGTTGATCGCTGCTGGTATCATCCGGACTGGCCGCTAA 

YOR027W, 589 aa (SEQ ID NO 256) 

MSLTADEYKQQGNAAFTAKDYDKAIELFTKAIEVSETPNHVLYSNRSACYTSLKKFSDAL 
NDANECVKINPSWSKGYNRLGAAHLGLGDLDEAESNYKKALELDASNKAAKEGLDQVHRT 
QQARQAQPDLGLTQLFADPNLIENLKKNPKTSEMMKDPQLVAKLIGYKQNPQAIGQDLFT 
DPRLMTIMATLMGVDLNMDDINQSNSMPKEPETSKSTEQKKDAEPQSDSTTSKENSSKAP 
QKEESKESEPMEVDEDDSKIEADKEKAEGNKFYKARQFDEAIEHYNKAWELHKDITYLNN 
RAAAEYEKGEYETAISTLNDAVEQGREMRADYKVISKSFARIGNAYHKLGDLKKTIEYYQ 
KSLTEHRTADILTKLRNAEKELKKAEAEAYVNPEKAEEARLEGKEYFTKSDWPNAVKAYT 
EMIKRAPEDARGYSNRAAALAKLMSFPEAIADCNKAIEKDPNFVRAYIRKATAQIAVKEY 
ASALETLDAARTKDAEVNNGSSAREIDQLYYKASQQRFQPGTSNETPEETYQRAMKDPEV 
AAIMQDPVMQSILQQAQQNPAALQEHMKNPEVFKKIQTLIAAGIIRTGR 

YOR031W, 710 bp, CDS: 501-710 (SEQ ID NO 257) 

CTGCAGAAGTACAGCTGCCTTTATTTCTTGTGGTCATTTATTGCTTTTATTTTCAAGTCA 
GATATACAAGAAAATCAAATCCCATCGTCAACGTCACGTATAAACGATTAATTTACAGTA 
ATACCATACTCTACCAACATTATTTTAGTCCGACGTTCAGTCCTGTAGGTGTTCCAAATC 
CTTCTGGCATTGACTTCTGTGCAGAAACCCTTCAAAATGAGTTCCACTTTACGTCAGATC 
GCATAACAACCGGTCATATATTTTTTTCTTTTGCTAAACCCCCTACTGCAAGCACTTTTA 
AGAAAAAGAACAATAAATGCGTCTTTATTGCTGTGTGGAAGTGATTTTTGTCTTTCGGAC 
AAAAAAAGGATAGGGATGCGAGAGGGCTGTGAAGTAGTGATCAAGCGGGGCCTATATAAG 
AAGGGCGCACATCGTCCCCCCTAAGAATAGCGAAGCGATATTACACTGAACACTACAATG 
TCAAATAGTACTCAATAAATATGACTGTAAAAATATGTGACTGTGAAGGCGAATGTTGTA 
AGGACTCTTGTCATTGTGGGAGCACCTGCCTTCCAAGCTGTTCTGGCGGTGAAAAGTGCA 
AATGTGATCACAGCACCGGAAGCCCTCAATGTAAGAGTTGTGGTGAAAAATGCAAATGCG 
AAACCACGTGCACTTGTGAAAAGAGTAAATGCAATTGTGAAAAATGTTAG 

YOR031W, 59 aa (SEQ ID NO 258) 

MTVKICDCEGECCKDSCHCGSTCLPSCSGGEKCKCDHSTGSPQCKSCGEKCKCETTCTCE 
KSKCNCEKC 

YOR096W, 1474 bp. exonl: 501-644, intronl: 645-1045, exon2 : 
1046-1474 (SEQ ID NO 259) 

AAACCCATACACAATGAACCTTATCACACCCAAACATATGATATGGTATTAAAAAATGAA 
AAAAATTCATTATTCTTTAGCGTAATTATTGAAGAAAAAACAGTGCGCGCGGTAATTTTT 
TGTCACTCAGTAACTAGAGAGAAGCCGAATGTACTCCCCCGGCTAGCTGGAGACCATGGC 
TCTGCCTAGGATTTCTCTTATGCTTTCCTTTCACCAATCACTTTGTTCCGGCGAGGCCCG 
CGAAGCTCGCTTTCTTTCAGCCTAGCAATCATGTTCTTGCCAGCGTCGTAGACTACTGTA 
TGGCAGTTGCTGCACTTGCCATGAATATCCTAGTGAAGCCTCTATGCAATAATCCAGTTA 
CTGCGTTAGAATCCTGGTAAAATGTCTAATCTTATTACATTACAGCAACGTATTAGATTT 
TGATTGAAAATTAGTCCTTGCGACTTGGTATATATCTTATTTTAAGAAAGCTGAAAGGAA 
GAAAGATCATCACGAACAACATGTCTGCTCCACAAGCCAAGATTTTGTCTCAAGCTCCAA 
CTGAATTGGAATTACAAGTTGCTCAAGCTTTCGTTGAATTGGAAAATTCTTCTCCAGAAT 
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TGAAAGCTGAGTTGAGACCTTTGCAATTCAAGTCCATCAGAGAAGTATGTTATTAATTTG 
AATCTAAACTTAAGAATAATGGAGAGTAACAAAGGAAAAAAGTGTGAACGGGACGATACC 
AGAATGTTTCAATCTAGAAAAGTATAAAAGATAAGGACTAGGACTCAAATGTATTTGGCT 
GACTATCGCCTGAACCTTGATGCTAAGCAAATACCATATCTTCAAGAAAAAGCCTACTCC 
AGTGTTTAAGAAGAAGGGAACGATTTACTAGATCATGCTATACGCAGTAAGGTTCTGATA 
GTTAATTACAATCGGTCCAAGTTCTAAGCGGTGTCGTCCATGCATATATCATTTACAAGT 
TACTGGCGTCAACTCTTCAAATATTCAAAATATCACCTAATCAAACTTACTAACATTTTC 
CTTTTTTGTTTTCCTTCTTTTATAGATCGACGTTGCTGGTGGTAAGAAGGCTTTGGCCAT 
TTTTGTTCCAGTCCCATCTTTGGCTGGTTTCCACAAGGTTCAAACTAAGTTGACCCGTGA 
ATTGGAAAAGAAATTCCAAGACCGTCATGTCATCTTCTTGGCTGAAAGAAGAATCTTGCC 
AAAGCCATCTAGAACATCTAGACAAGTCCAAAAGAGACCAAGATCCAGAACCTTGACTGC 
TGTTCATGACAAGATCTTGGAAGACTTAGTCTTCCCAACTGAAATCGTTGGTAAGAGAGT 
TAGATATTTGGTTGGTGGTAACAAGATCCAAAAGGTTTTGTTAGACTCAAAGGATGTCCA 
ACAAATCGACTACAAATTGGAATCTTTCCAAGCTGTTTACAACAAATTGACTGGTAAGCA 
AATTGTTTTCGAAATTCCAAGTGAAACTCATTAG 

YOR096W, 190 aa (SEQ ID NO 260) 

MSAPQAKILSQAPTELELQVAQAFVELENSSPELKAELRPLQFKSIREIDVAGGKKALAI 
FVPVPSLAGFHKVQTKLTRELEKKFQDRHVIFLAERRILPKPSRTSRQVQKRPRSRTLTA 
VHDKILEDLVFPTEIVGKRVRYLVGGNKIQKVLLDSKDVQQIDYKLESFQAVYWKLTGKQ 
IVFEIPSETH 

YGR248W, 803 bp, CDS: 501-803 (SEQ ID NO 261) 

ACCCATTTTACAAATTTTTTTTGCTATTTGAGCCATAGTACCCATTAATAGGTCTCGTCC 
ATTCCCTTGTTTTTTTTTTATTGTTTCAATTACACTACATAATTAAAAATCACATCACTT 
TCACTCTCACCTTAGTCGTTCTTTATCAACCAAAAATAAAAAAATGCTTCAATCCGTTGT 
CTTTTTCGCTCTTTTAACCTTCGCAA6TTCTGTGTCAGCGATTTATTCAAACAATACTGT 
TTCTACAACTACCACTTTAGCGCCCAGCTACTCCTTGGTGCCCCAAGAGACTACCATATC 
GTACGCCGACGACACCACTACCTTTTTTGTCACCTCAACGGTCTACTCCACGAGCTGGTT 
CACCTCAACTTCAGCCACCATTACCAATGCGGCCTCCTCCTCCTTGTCCACCTCTTCGGC 
CTCTGGATCTGTAACCCCAGAATCCACCCATGAAATTACCTCCACCTCGACTATCACGTC 
CACTTTGCTGCTAACCCTTCATGACTCCACTACTTTGTCTCCATCATCTACTGCAGCAAG 
TGTCAGTGACGAAGATTCAAACAACAAAGATGCAAAGGTCAAGTCCTTTGAACAGGCTTC 
AACTTCCAATGGTTGCGTCCCAATCACAAAGTTTGTCACTGTCACCAATGAGCCCGTTAC 
CCAGTACGTTACAGTCACCCCAAATACGACTACACAATACGTTACTGTCACCGGTGCACC 
TTCTGTTACCACTACCTCTCCAGGTAACGTACAATGGTACAACACCACTTCGATTACTAA 
TTCGACCAGTTGGTGAATTATGA 

YOR248W, 100 aa (SEQ ID NO 262) 

MTPLLCLHHLLQQVSVTKIQTTKMQRSSPLNRLQLPMVASQSQSLSLSPMSPLPSTLQSP 
QIRLHNTLLSPVHLLLPLPLQVTYNGTTPLRLLIRPVGEL 

YOR293W, 1255 bp, exonl : 501-552, intronl : 553-989, exon2 : 
990-1255 (SEQ ID NO 263) 

AACTTTCGAAATATATACTCTGAGTTCTTGCTCCCCGTTTTGTACGATGTTCCTAATGCA 
AACACACGTCCTTTAAAGATCCCCTGATAGGTTTCATTAAAGGCAACTTCCATACACGTT 
GAAGTGCCAATTTTTTCCCTACATCeAAGCATTCTGGGTTTGTATGGGTGTTACACCGGT 
TTTTCTTTTTTATTTCCAGAGAAGTACAATTTTAGGCGGGTTTCAAATTTCCCCTGTGTG 
CGAGAAACGCTCCGGTACGCCTAGGCTCACTCCGGTCCTTCTCCCCATTTCTATCAGCGC 
GATAGGCATACTGTGGGAGAGCGGCACTAGGGAGACCGGTGGGAAGCACCGTATCTAGTA 
ACGCACGCTCTTTTGCAAAAATATCCATTAATTGCATGTAACTTAGATTAACACTGGTAT 
TAAGATTTCGCAATTTTGGGCTGGATTATTAAGGTCGAGTAGCAAAGTTTAGCAAGAACA 
GTACGAACTAAGTAGCCAAGATGTTGATGCCAAAGGAAGACAGAAACAAGATCCACCAAT 
ACTTATTCCAAGGTATGTTTTAGAATAACTTTCAGAAAGCATGAAGATACACGGAAAGTC 
AAGCGAGGGAAGTTATGCGTATACACAGTAGCGGTAGTGTGCATTCACATACACGATGTT 
TCAAACACACAGATGGATACCATGCATATGAGGTTAAAGGATTTCTTATGAATATATTAG 
TGGATTACATAGAAGAAATTACAAGGAACCGTGTGACGACATTTTCGAAAGGACAGCACA 
AGGCCATCGACCCTGGAGACGTATGAAATATGGTATACGTCCTATATTTGGGCAAGAAAA 
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CGGTAAAACTGTTTTACGCGGAGATCCAACTTTTGATCCTTACCGAGTACCACGAATCAT 
CTATATGATCTTTTTACTAACTTATCTTCAATTTCAACGGAGAGATGTAAACATCATTCT 
CTCCTATGATAATTTCTTTTTTTATACAGAAGGTGTTGTTGTCGCCAAGAAGGATTTCAA 

CCAAGCCAAGCACGAAGAAATTGACACCAAGAACTTGTATGTCATTAAGGCTTTACAATC 
CTTGACTTCTAAGGGTTACGTCAAGACTCAATTCTCATGGCAATACTACTACTACACCTT 
GACTGAAGAAGGTGTTGAATACTTGAGAGAATACTTGAACTTGCCAGAACACATTGTTCC 
AGGTACCTACATTCAAGAAAGAAACCCAACTCAAAGACCACAAAGAAGATATTAA 

YOR293W, 105 aa (SEQ ID NO 264) 

MLMPKEDRNKIHQYLFQEGVWAKKDFNQAKHEEIDTKNLYVIKALQSLTSKGYVKTQFS 
WQYYYYTLTEEGVEYLREYIiNLPEHIVPGTYIQERNPTQRPQRRY 

YOR312C, 1432 bp, exonl: 501-507, intronl: 508-914, exon2 : 
915-1432 (SEQ ID NO 265) 

TATTTACAAGCTAGATAAAAAAAAAATCAAATAGCAAGCTATTCTGTCATATCTTAAGGT 
GCTGATTGTTTGTAGGCACGAAGTAAACAAGCTCTTCCCCAAAACAATAAATACGGTTTT 
CGGGACTGTTCACCCGTACATTTTACGTTTCCGACGGCGCGATGCTATCTTTGAATTTTT 
ATCTCTTTCAGGTAACCCCATGACCAGTAGGGCGGCTTACTACCGAAGAGAAAAATGTCC 
GCGGCCTAGACAGTTACTTCCCAGGCCAGGGCCAGGCCACACGGACAGAGGCAGATTCCA 
AGTTGTTCCGCATAGTCTGTCTAGCTCTTTCTCAATTTTCCGCCAGATTCTGTCTAATTT 
CTTTCCGCTCGAGTTGGCAACAGTACGAAGAAGTAACTCTAATAGATAGATATAACCGTT 
TTTGAGGGCATTATTTTTGCAGAAGATAATAGAAGAGAACCGTAACAAAGGAATCAAGCA 
AAGAAAAAGTATGTAATAGAATGTATTGTATGCTTGTGGAATGAATGTCAATGTAGCTAT 
TTTATATGGTGAGCTCAAATTGAATGAACATATCGTGGAAATTTAAAATACTGAAGAATA 
CCCAATAAGTCAATGCAACCTGTGAATGTTTTTCCTGAAATACGCCGAATACTGAATACG 
ATTATTACCATAAATTGCTTCTAGAAGGAAGGCGGTGTACCATTTAATACTGATGATATG 
GTTAATATCATTTGAGAAGTCTTCACATGAGGACTATAGAACTACCATCCAGGAATTATA 
GAGGAAATTAACTGAATCAGAGATCTATTTTGAAACATTCATTTACATGTAATTGTCTGC 
AATAAAGCAATATTTTTGAAATATGCAAGTTTACTAACAAGAATAAATTCTTTTTTGATT 
TTTATCTTTAACAGTGGCTCATTTCAAAGAATACCAAGTCATTGGTCGTCGTTTACCAAC 
TGAATCCGTTCCAGAACCAAAGTTGTTCAGAATGAGAATTTTTGCTTCAAATGAAGTCAT 
CGCCAAGTCTCGTTACTGGTATTTCTTGCAAAAATTGCACAAGGTTAAGAAGGCTTCTGG 
TGAAATTGTTTCCATCAACCAAATCAACGAAGCTCACCCAACCAAGGTCAAGAACTTCGG 
TGTTTGGGTTAGATACGATTCCAGATCTGGTACTCACAACATGTACAAGGAAATCA6AGA 
CGTATCCAGAGTTGCTGCCGTCGAAACCTTATACCAAGACATGGCTGCTAGACACAGAGC 
TAGATTTAGATCTATTCACATCTTGAAGGTTGCTGAAATTGAAAAGACTGCTGATGTCAA 
GAGACAATACGTCAAGCAATTCTTGACCAAGGATTTAAAATTCCCATTACCTCACAGAGT 
CCAAAAATCTACCAAGACTTTCTCTTACAAGAGACCATCAACCTTCTACTAA 

YOR312C. 174 aa (SEQ ID NO 266) 

MYLAHFKEYQVIGRRLPTESVPEPKLFRMRIFASNEVIAKSRYWYFLQKLHKVKKASGEI 
VSINQINEAHPTKVKNFGVWVRYDSRSGTHNMYKEIRDVSRVAAVETLYQDMAARHRARF 
RSIHILKVAEIEKTADVKRQYVKQFLTKDLKFPLPHRVQKSTKTFSYKRPSTFY 

YOR36gC, 932 bp, CDS: 501-932 (SEQ ID NO 267) 

CTTCTTACAAGTTAATGAATAGTATATATATGTAAAAAAAAATTCTGCTTCATGTATATA 
CGCACCTCGTTATTGAGGTATTGCGAATGTAGCAGTTGAATAAGCAAAGACGAGGTTTGT 
ACATCTTGGCATATTAAATGGTTATTTCGGGGTTTGTTTCGGCTCAACGGTGATATAAAA 
AGAAATCCAGTACTGTTTACCATTGTGCATCCGTACATTTGATTTGTTTACAACATCTTC 
ACATTTCCATTGTGGAATCATTTTATTTTTTTCAGAATACCTTACCCGCAAGCAAACTTT 
CAAGCAAACTTACAATTTGCAAAATTTCATCGAATTCTCCGCAGGACATATTATAAAAGT 
TATGTCATCTCTTATCACAACAGGTCTATAAGTGTTCCTTGTTCAATTGTTTTTCCCAAT 
TCAAAACTCTTCACGGAGCAGTTTAATTATCTTACTGTCGAAGAAGTCAAAAACTAGACT 
ATATATTATTGAGAAGAAAAATGTCTGACGTTGAAGAAGTCGTTGAAGTTCAAGAAGAAA 
CTGTTGTTGAACAAACTGCCGAAGTTACTATCGAAGATGCTTTGAAGGTTGTTTTGAGAA 
CCGCTTTGGTTCACGATGGTCTAGCTAGAGGTTTGAGAGAATCTACCAAGGCTTTAACCA 
GAGGTGAAGCTTTATTGGTTGTTTTGGTCAGCTCTGTTACTGAAGCTAACATTATCAAGT 
TGGTTGAAGGTTTGGCTAACGACCCAGAAAACAAGGTTCCATTGATCAAGGTTGCTGATG 
CTAAGCAATTAGGTGAATGGGCTGGTTTGGGTAAGATCGACCGTGAAGGTAACGCCAGAA 
AGGTTGTCGGTGCCTCCGTTGTTGTTGTCAAGAACTGGGGTGCTGAAACTGATGAATTGT 
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CCATGATCATGGAACACTTCTCCCAACAATAA 
YOR369C, 143 aa (SEQ ID NO 268) 

MSDVEEVVEVQEETVVEQTAEVTIEDALKVVLRTALVHDGLARGLRESTKALTRGEALLV 
VLVSSVTEANIIKLVEGLANDPENKVPLIKVADAKQLGEWAGLGKIDREGNARKWGASV 
VWKNWGAETDELSMIMEHFSQQ 

YPL047W, 800 bp, CDS: 501-800 (SEQ ID NO 269) 

GGTTAGGGGCCAAGATTACGTTCCAGCTTTCGATGTCGCACCAGATTGGGAATCTTACGA 
CTATGCAAAGTTGGATCCAACTAACGACGACGACAAAGAATTCATCAATAACATGTGGGC 
CTGGGATAAGCCAGTTTCCGTCAATGGCGAACCAAAGGAAATTGTTGACGGTAAGGTCTT 
AAAATAATCTCTTCGTACTATCCTTCATGTCGCCTTTTATTATAAAGTATGCTAGGTAGT 
TTTATCTATATCTTATTTATGACGCAATATAGGGTAACAGAGTTTTTCTGCTCTGAAACT 
TCCGCAGAAAAAAAATCAAGTTTTCCTTTTCGTATCTTGGATTATTGTTATATAATAGAT 
GCATGTATTATATGTATAGCAGTGATTTGCTTATTTTCTTGATTCTGAGGAATCGAAGAA 
GTAACTTAGCGTTTCTTCCGTTGAGCAGAGCAGTATAATAATCCTTCAAATTCTTTAGGT 
TACGGGGTTTTCCTGTTGCGATGACCGAAGAAACTATTACTATAGATTCTATTTCAAATG 
GGATACTGAATAACCTGTTAACCACATTGATCCAGGACATTGTAGCTCGGGAAACCACTC 
AACAACAATTGCTGAAGACAAGATATCCGGATCTTCGCAGTTATTATTTCGACCCGAACG 
GATCTCTCGATATTAATGGACTACAGAAGCAACAAGAGTCCTCTCAGTATATTCACTGTG 
AGAATTGTGGCAGGGATGTGTCCGCAAACAGACTAGCAGCTCATTTACAGAGATGTTTGA 
GTAGGGGTGCTAGACGTTGA 

YPL047W, 99 aa (SEQ ID NO 270) 

MTEETITIDSISNGILNNLLTTLIQDIVARETTQQQLLKTRYPDLRSYYFDPNGSLDING 
LQKQQESSQYIHCENCGRDVSMfRLAAHLQRCLSRGARR 

YPL090C, 1605 bp, exonl : 501-506, intronl: 507-900, exon2 : 

901-1605 (SEQ ID NO 271) 

GTAAGCAGAAGCCGGAAGAAGACAAGAGGTTCATTCAGAGAAAACATCCGTACATTCGAG 
TTCTCATTGAACCCATACATTTCAACTATTTTTACATAGTTCGTTTTTCATGTGTAAAAT 

TGTCATCGACGCGCCGGAGCATCGGAAAGTTGGAACGTGCGCGATTGCACCAATCCCACT 
GGGGCCGTGCATTCTGTAGGCAGGAAGCCACTGGACACTCTGCCCGTTCCCACTTGGAAG 
ATTGGCGTAATTCCACGCTCCTCTATCGATTCTAGCGGGAAAGTTATCTCTCCTGGTAAG 
CGTTGGAGGAATGCCGCTACCTAGGTAAGTCTACTGGGTGGGAATTCCAGTACCGACGTC 
TAGGAACATCATGATGCTGCAGTTTCTTTGAAATTTCATATACAGT6TTACCAAGGATAA 
AGTGGTTAATGCTTATTCGTCATT6AATTTTTATATTTGCTTAAGAGAAGTGACAAAAGA 
GTGAAGACAGACTATACATCATGAAGGTATGATTTATGATACTATTATTGAGGGGCAACA 
GAGAACTTTATATGTGGAAAAATGGCATGAAAGTTTGAAAGTGAGAAAGAACTAAACAGA 
ACCAGACGTCGTAAAGATTTTAGAAATTTTTTATGGAAAGAAGCAGGAAGACTACCATAT 
ACTAATTGATGCGTTTGTGGCGTTATTTTTAAACAAACAGAGCGGGTTTACATATACTGT 
TACTACAAACCGTGAAATTGAAGCAGTTCATATACTTGGAGTATAGTCAATAAAAGACAA 
GCTTTTTCATCTTCCACTTAATAATTTCTCTAGAGTAATAAACTTCACCCTATTCAAACA 
TTAATTTTGCAATAGTATACTAACAAATTTTCTTAATAACCT6TTGAAAATTTAAAATAG 
TTGAACATTTCTTACCCAGTTAACGGGTCTCAAAAGACCTTCGAAATTGATGATGAACAC 
CGTATTCGTGTTTTCTTCGACAAGAGAATCGGTCAAGAAGTCGATGGTGAAGCCGTTGGT 
GACGAATTCAAGGGTTACGTCTTCAAGATCTCTGGTGGTAACGACAAACAAGGTTTCCCA 
ATGAAGCAAGGTGTTTTGTTGCCAACTAGAATCAAGTTGTTGTTGACCAAGAACGTTTCT 
TGTTACAGACCAAGACGTGATGGTGAAAGAAAGAGAAAGTCCGTCAGAGGTGCCATTGTT 
GGTCCAGATTTGGCTGTCTTGGCTTTGGTCATTGTCAAGAAGGGTGAGCAAGAATTGGAA 
GGTCTAACTGACACTACTGTTCCAAAGAGATTGGGTCCAAAGAGAGCTAACAACATCAGA 
AAGTTCTTCGGTTTGTCCAAGGAAGATGACGTTCGTGATTTCGTCATCAGAAGAGAAGTC 
ACCAAGGGTGAAAAGACTTACACCAAGGCTCCAAAGATCCAAAGATTGGTTACTCCTCAA 
AGATTGCAAAGAAAGAGACACCAAAGAGCTTTGAAGGTCAGAAACGCTCAAGCTCAAAGA 
GAAGCTGCTGCCGAATACGCTCAATTGTTGGCTAAGAGATTGTCTGAAAGAAAGGCTGAG 
AAGGCTGAAATCAGAAAGAGAAGAGCTTCTTCTTTGAAGGCTTAA 

YPL090C, 236 aa (SEQ ID NO 272) 

MKLNI SYPVNGSQKTFEIDDEHRIRVFFDKRIGQEVDGEAVGDEFKGYVFKI SGGNDKQG 
FPMKQGVLLPTRIKLLLTKNVSCYRPRRDGERKRKSVRGAIVGPDLAVLALVIVKKGEQE 
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LEGLTDTTVPKRLGPKRANNIRKFFGLSKEDDVRDFVIRREVTKGEKTYTKAPKIQRLVT 
PQRLQRKWJQRALKVBNAQAQREAAi^YAQLLAKRLSERKAEKAEIRKRRASSLKA 

YPL137C, 4331 bp, CDS: 501-4331 (SEQ ID NO 273) 

GTCTCAGTGATGCAATCATCATGGCACGGGCATTAATTAAGGTTAAGGAACCACTTCTCT 

ACGCCATACTCCAAACAATAACAATATTAGACCTAGCCAATTGATACCCATGAGCGTGCA 

GTCATTGCCATGGATTATTCATCTCTTTTCGCTGTTCTCTTTCTTTTCAAGTTTGTCATC 

ATCATGCCTTCACTTTTGCCTTTCCATCTTTCTTTTTGCTGCAAAATAAAGGGAAGAGGG 

GTAAAAACGCAAGGAAGAACAAGAAGAAGAGGGTAGTGCAAGAAAAAGAAAAGAAGAAAA 

AAAAAAAAAAGTAATCTTGATACCGTGAGCAAATAAGCTAACGGAAAGCGTAAGAAAGAA 

GAGCGTGTTTTGGGAAATAACACCACAGCATAAAGCTAAAATTCAGTTTATATAATCTAT 

AGTAGTCCTATAGAAATTGCGAATAACGGAAACAATAGTCCACCAAAGCAAGCATAGGGA 

GTGGAGATAGCATCTAGGTTATGATAACTAACACCGAGTTCGATGTGCCCGTAGATTGGT 

TGTATAAAGGTAAGAGTAGACGGAAGACAAATACGAAGCCATCGAGGCCTTCTACGTCGC 

CAGCCTCCTCTTCATCTACGTCCTCTTCGAAAAACGGAGACAATAGCACGAGTGGTAACA 

GGTCTAGCAATGATAAGCCTCGTGCGAGGTCGTCATCTGTATCCAATGCAGCACTTTGTA 

ATACTGAGAAACCAGATTTGAAGAGGAACGATGGTAATACCTCTGCATCAGACACTGATA 

ACATACCGCTACTTACTCCTATTAATAGCGGTAACCGGAGCGATTCCGCTGACATTGATA 

ATCCGGCTACCGTAGACGCCATAGACCTTATAGATAATGATGACAACGGCTCAAGTACTC 

AATTTGTAAGGAAAAAACGTTCCACTTCTATATCCAATGCTGTGGTCTCGTCCAAACCAA 

GACTGGCCAGTTCTGCCATAAACGCCACCGCATCTTCTTCTGTTGGCAAGGGAAAGCACC 

CGCCAATTTCTTCACCATCTAATGCTACTCTCAAGAGAAGCAACTCGACTAGTGGAGAAA 

AGACTAAAAGGTCGATTTTTGGATCTTTGTTTAGCAAACGGTCTACCTCTTCTTCAGCTT 

CCACTGCCAAGAAACCATTACCTGTTGTTAATACTAGCACGACTGAGAATGAGTCTGGTG 

GCATTAAAGCAGTTGCGACTCCTGATCCACGGGTGAAGGAGATATCATCACCAATGAGAG 

GAGTGGCACCAACAGCTAGCAAGCCACAGACACCTATACTCCCCTCCCCTGCACTTGCAG 

TAAAAGACCTATCTACAGTTTCATTGAAAAGGGTCTCGTTTGCCGTCGATAAATTCGAAT 

CCGATCCTCCCCAACAACTTCCTTCAAGAACCCCAAAAAAGGGAAACATCCTTATCCCTG 

ATGACATGATAAGCGAGGTTCCTTCTATTTCCGTGGGTATTTCCAGTAGCAACCAATCGG 

CCAAGTCAACCAATTCCAACATTAAGGGACCGTTGTACACTAAGAAGTCTAAAGAATATA 

TACTCGCCCTGGAAAATCAAAAGTTGGCTTTAAGGGAGGCTGCTAAGCATCAGCAAGAAG 

CTCATTTTGCTGCTAATAGAATAGCCTTTGAAGTAGCCAATTTTAAGACTGCTTCGGATG 

CAGGCGGTAAGCTTACTGAAAAGTCATCAGAAGGCACCATTACGAAGCAAAGAGAAGAGG 

TGTCACCTCCAAATGTTGAAGCTGATCGGGAGCTTGAGAATAATAAACTTGCAGAAAACC 

TCTCAAAAGCCGGCATTGATAAGCCCATTCATATGCATGAGCACTATTTCAAGGAACCTG 

ATCAAGATAAGTACCAAGACGGTCATTCTATTGAAAATAACGAAGTTACGCTGGATGTTA 

TTTACACAAGATGCTGCCATTTAAGGGAAATTTTACCCATTCCGTCTACCCTAAGACAAG 

TAAAGGACAAGACAGCTCCCTTGCAAATATTGAAGTTTTTGAACCCTAAGCCTACCTTGA 

TCGATATTCTTTCCTTTTGTGATTTCATCACCATTGCTCCCATTCACACGATTGTTTTCG 

ACAATGTAGCTTTAAACCAGGATATGTTCAGAATAATTATTTCTGCTTTGGTAAACTCCA 

CAGTTTTGGACAAATTGAGTTTAAGAAATGTACGAATCGACCAAGATGGATGGAAATTAC 

TATGTAAGTTCCTTTTGCTAAACAAATCACTGAACAAGCTCGACATTTCCCAAACGAAAA 

TCAAATCTGACCTTGCTGAATCACTATATCGCCATAACATGGATTGGAACTTGTTTACTG 

ACGTCTTGTCTCAGAGATCTCACAAACCTATAGAAGAATTGTTATTCAATGGTATTCAAT 

TTAGCAAAATTCCTTACTCATGCTTTGCACGTTTACTGACATCCTTTGCTACCCAAAAAA 

ACTTTCCAGAATCGGGCATCAGGCTTGGTTTAGCAGGTGCCACTACTTCCAATATCTCTC 

AGGATTGTCTGAAATTTATCTTCAATTGGATGTCTCAATATAACGTCCAGGGTGTGGATC 

TAGCGTTTAATGATCTGTCCACTATGATTAAGCCAATGGTTGGTAAACTATCTGCTCTAT 

CATATGATAACTTAAGATATTTCATTTTGAACAGCACTAATATTTCGACTTCTTATGATT 

TAGCTTTGCTCTTGAAATATCTTTCTAAGTTGCCTAACTTGATTTTTTTGGATTTGAGTA 

ATTTGTCGCAATGCTTTCCTGACATTTTACCCTACATGTACAAGTATTTACCAAGATTTC 

CGAACCTGAAGAGGATACATTTGGATAGCAATAATTTGACATTAAAGGAACTAGCTGTCG 

TTTGTAATATTTTGATTAAGTGCAAATCGCTCTCGCATGTGTCAATGACTAATCAAAACG 

TTGAAAACTTCTATCTAATGAACGGCACAGATTCTCCCGTTCAACAAACTAACACAGACG 

GCGACTTGGATAGTTCGAGCACATTGGACGTTAAGGGCCAATTTGCTAAAAATAGTTTTT 

CATCCACACTTTACGCATTTGCTAGAGACTCTCCAAACTTGATTGGTTTAGATTTTGACT 

ATGATTTGATATCAGAAGAGATTCAATCAAGAATAGCACTGTGCTTGATGAGAAATATGA 

AACGGACCATGGATTCGACTTTCCAGTTAGATGAATTGGATTCGCAAGATGATTTGCTAT 

TCGATGGCTCTTTAGTAACTATGACCGCTGAAAGTGTTTTAGAAAAACTGAACTTGTTAA 

GCGATAAGAGTACAAAGGTCAAAAAAGACACCACGAAGAGATATTTGCTGAAAAAATATA 
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TTGAAAAGTTCCATATCTTGCACCATAATGTTCAGCATACAATAGATACTATGTTCGAAA 
AAAGGAAATCAGGTGAATTGCCATTGCAAGAAAAAGAAAACCTTGTAAGATTACTCCTTT 
TGGAACAAAACTTATGCAATATACTAGAATTGTTTTCGCATAATCCGAATCTGAATGATG 
TCCTTGGATCCAGCAGGGATGATTCGAAGGAAAGTGTTGACTCCAGCGAAGATTCAAAAT 
TACCAGCATTGAAGCACGTTGAATCCGGATACCATGTTCCCGAAGAAAAAATACAACCTG 
AGAATGATGTAATTACAGCAAGACCACATTTAATGGCCACCGATTCTGGTAAAACTATTG 
ACGTTTTCACAGGCAAACCATTGGTGTTCAAGCATACATCATCTAGTACTTCTGTAGGTT 
GTAAAAAGCAGGAAGAAGAAGAAGGTGAACTACATAAATGGGGTTTCTTCGTTCAGCAGC 
AGAGGTCTTTATACCCTGAAAATGAATCAACAAGGCAGACACCTTTTGCATCAGGTGATA 
CGCCTATCAACACAGAAACAGCTGGTAAGTCAACTTCATCTCCTTCAGTTTCAACTTCTA 
ACAATGAAACTGCTACCACTAGTTTATTTAGCCCAGCTAATCCTAAGATTTTACCAAAAA 
TTCCATCCGGTGCTGTCTTAAGATCGGCAATCATGAAGGCTAAAGGTATTGATTCTATCG 
ATGATTTGATTCAGAACGTTAACTCCAACAACATAGAATTGGAGAACATTTATGGTGAAT 
CCATTCAGAATAGCGCTTCGACATTTACACCAGGCGTGGATTCTGATGTATCTGCGCCCA 
ATACCGATAAAGGATCCGTAGAAACATTGCCTGCAGTCTCAACTGACGACCCAAATTGTG 
AAGTCAAA6TCACTGCTACCTATGACAAACTATTAAATAATTTGTCGATGGAGAGGTCAA 
TCAGACTTTGA 

YPL137C, 1276 aa (SEQ ID NO 274) 

MITNTEFDVPVDWLYKGKSRRKTNTKPSRPSTSPASSSSTSSSKNGDNSTSGNRSSNDKP 
RARSSSVSNAALCNTEKPDLKRNDGNTSASDTDNIPLLTPINSGNRSDSADIDNPATVDA 
IDLIDNDDNGSSTQFVRKKRSTSISNAWSSKPRLASSAINATASSSVGKGKHPPISSPS 
NATLKRSNSTSGEKTKRSIFGSLFSKRSTSSSASTAKKPLPWNTSTTENESGGIKAVAT 
PDPRVKEISSPMRGVAPTASKPQTPILPSPALAVKDLSTVSLKRVSFAVDKFESDPPQQL 
PSRTPKKGNILIPDDMISEVPSISVGISSSNQSAKSTNSNIKGPLYTKKSKEYILALENQ 
KLALREAAKHQQEAHFAANRIAFEVANFKTASDAGGKLTEKSSEGTITKQREEVSPPNVE 
ADRELENNKLAENLSKAGIDKPIHMHEHYFKEPDQDKYQDGHSIENNEVTLDVIYTRCCH 
LREILPIPSTLRQVKDKTAPLQILKFLNPKPTLIDILSFCDFITIAPIHTIVFDNVALNQ 
DMFRIIISALWSTVLDKLSLRNWIDQDGWKLLCKFLLLNKSLNKLDISQTKIKSDLAE 
SLYRHNMDWNLFTDVLSQRSHKPIEELLFNGIQFSKIPYSCFARLLTSFATQKNFPESGI 
RLGLAGATTSNISQDCLKFIFNWMSQYNVQGVDLAFNDLSTMIKPMVGKLSALSYDNLRY 
FILNSTNISTSYDLALLLKYLSKLPNLIFLDLSNLSQCFPDILPYMYKYLPRFPNLKRIH 
LDSNNLTLKELAWCNILIKCKSLSHVSMTNQNVENFYLMNGTDSPVQQTNTDGDLDSSS 
TLDVKGQFAKNSFSSTLYAFARDSPNLIGLDFDYDLISEEIQSRIALCLMRNMKRTMDST 
FQLDELDSQDDLLFDGSLVTMTAESVLEKLNLLSDKSTKVKKDTTKRYLLKKYIEKFHIL 
HHNVQHTIDTMFEKRKSGELPLQEKENLVRLLLLEQNLCNILELFSHNPNLNDVLGSSRD 
DSKESVDSSEDSKLPALKHVESGYHVPEEKIQPENDVITARPHLMATDSGKTIDVFTGKP 
LVFKHTSSSTSVGCKKQEEEEGELHKWGFFVQQQRSLYPENESTRQTPFASGDTPINTET 
AGKSTSSPSVSTSNWETATTSLFSPANPKILPKIPSGAVLRSAIMKAKGIDSIDDLIQNV 
NSNNIELENIYGESIQNSASTFTPGVDSDVSAPNTDKGSVETLPAVSTDDPNCEVKVTAT 
YDKLLNNLSMERSIRL 

YPL159C, 1262 bp, CDS: 501-1262 (SEQ ID NO 275) 

AAACAAAGCGATTTGAGTATTACGTTAAGATCTCCATTTGCTATGCTAAATCCTGCCTAC 

TCAAACAGCATTATATCGCTACCAACAGGTGTGGTCAAGAGGTCATTGACTCTTCCTGTC 

GGTATGAAAATTTAAAAATATATAATAACATAAGTTTGCATTCATTAATATTAATATAAA 

TCAACGTATCAACCATAAGAACCATAATCATAATAATTGTTTACCTTAATGGCGATATCG 

CCTTTTATCACCATCGACGATAACAAACGCCTATTCTGTCTACCGTTTCTTTTTTTCGCT 

CGCAATATCAGAATCGTTTATCCCAAAGGGTAGTTATAGCAACTATTTAAATAACTTAGA 

TGTTTCTTTAACTTATTCCGTCATACGTACACAAACACCCGCTAGATATAGCACTCCTTG 

CTGTCGAACATTATAAAGGTGCTTTTAAAACTACTAATCGTATATTCAGCAGGTCAGAAC 

GCAAAGTCGGACGATAAACTATGTTGAAGCTAGCTCGTCCATTTATTCCGCCTTTATCAA 

GGAACAATGCCATTTCTTCAGGAATAGTTCTCACTTCTAGAAGATTTCAGTCTTCCTTTA 

CGTTCTTAAGTAACCAGTCTTTACTATCTAAAAATCAAATGAAATCCAAAAGAAAAAAGG 

GCAGTAAAAAGGCAGCGTACCATCGTCAACCCCCGGAACACGAACATACTGCACCACTTA 

TAAAGCAAAACAAGACAATCACAAAGAAAGAACATAGCGATGTGAGAGGTTCTCATTTAA 

AAAAGAAAAGAAGCGATTTTTCGTGGCTACCAAGAGTACCATCCACCTCACATTTAAAGC 

AGAGTGACATGACCACAAATGTACTCTATTCTGGATATAGACCCTTATTCATCAATCCCA 

ATGACCCGAAGCTAAAGGAAGACACCGGAAGTACGTTATACGAATTTGCGATGAAGCTTG 

AAGATTTAAATGAACCTCTATCACCATGGATTTCCTCTGCCACTGGACTTGAATTCTTTT 
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CAGAGTGGGAGAATATACCTAGTGAACTACTGAAAAATTTGAAGCCTTTTCATCCACCTA 
AGGAAAAATCAATGAACACAAATGAGCTTATTCATGTAAGTGCTAAGAGAAATACATTAG 
TTGACAATAAAACAAGTGAGACGCTTCAGCGGAAAATGGATGAATTTTCAAAGAGAAGAG 
GAAAGGGGAGAAAAAAGTCAGTAGTGACGTTGCTCCAAATGAAGAAAAAACTTGAGGGAT 
GA 

YPL159C, 253 aa (SEQ ID NO 276) 

MLKLARPFIPPLSRNNAISSGIVLTSRRFQSSFTFLSNQSLLSKNQMKSKRKKGSKKAAY 
HRQPPEHEHTAPLIKQNKTITKKEHSDVRGSHLKKKRSDFSWLPRVPSTSHLKQSDMTTN 
VLYSGYRPLFINPNDPKLKEDTGSTLYEFAMKLEDLNEPLSPWISSATGLEFFSEWENIP 
SELLKNLKPFHPPKEKSMNTNELIHVSAKRNTLVDNKTSETLQRKMDEFSKRRGKGRKKS 
WTLLQMKKKLEG 

YPL175W, 1940 bp, exonl: 501-514, intronl : 515-568, exon2 : 
569-1940 (SEQ ID NO 277) 

ACGTTATTTTCAAAACACATACGAAATCGCTGGACTTTCTCACTAAAGGCTTCCGGAGCC 

TGCGGTTCTTCCATCCCCATCTCTTCCAGATATACCGGGGGTTCTGATGGCATTCCTATA . 

GCTTGCTCAAAGTCCTGCGAGTTTAGCTCATCTTGTGAGTTATTTGCTGGTTCTTCAACA 

TTCGGAAGAGTAGTGTAGCCCCTAGTATTCACCATATCCTTTGTATACTCATATGCGAAC 

TTGTCTAATACAATGTATACCAAAAATAACAGCTTGAAAAAAATCTCAGGGTCTTTTCAT 

TGAATAATCTCATTCTGCTATTTTAAGTTTTTCGTTTGCAACCCGAGACTGTCGAGCTAG 

AAAATTTCATTGATACGATTTAAAAATAATCGATGCCAGTAATAGCCTCAAAAAACTTAT 

GCAAAAATACGAGATACTATAAACTACAGCTTAGCTAACTCTAACATTATTATATAAAAC 

AATGGGCTTCAATATAGCGTATGTCTAGCTCACAGCATGTGTTCCAAATACATTAAAGAA 

GATCTCTTTTGTTGTTGATACTAACCAGTAAAGTTGAGAGTTATAACAATGAAAATAGGA 

TGCTGTGCGACTTTTTTTATCCACAGTTAGGTGGAGTCGAATTCCATATATATCATTTAT 

CGCAGAAACTAATCGATTTGGGCCATTCTGTCGTCATTATAACTCACGCTTACAAAGATC 

GAGTCGGCGTACGACATCTTACCAACGGTCTAAAGGTCTATCACGTACCATTTTTTGTGA 

TTTTCAGAGAAACCACTTTCCCCACTGTTTTTTCAACATTTCCAATAATAAGGAATATTC 

TTCTCAGAGAGCAGATCCAAATTGTTCATTCTCATGGTAGCGCTTCCACGTTCGCTCACG 

AGGGAATTCTTCATGCTAATACTATGGGATTGAGAACTGTGTTCACGGACCATTCACTCT 

ACGGTTTTAATAACTTAACGTCGATTTGGGTGAATAAGTTGCTAACATTTACCTTGACAA 

ACATAGATCGGGTTATATGTGTTTCTAATACATGCAAAGAAAATATGATTGTTAGAACAG 

AATTAAGTCCTGATATAATCTCAGTAATTCCCAACGCAGTGGTGAGCGAAGATTTCAAAC 

CAAGGGATCCTACTGGTGGCACCAAGAGAAAACAAAGTAGGGATAAGATAGTGATCGTGG 

TCATCGGAAGGCTCTTTCCAAACAAAGGGTCCGATTTACTTACTCGCATAATTCCGAAAG 

TTTGTTCCTCACATGAA6ATGTCGAATTTATAGTAGCGGGCGATGGTCCAAAGTTCATAG 

ATTTTCAACAAATGATTGAAAGTCATAGACTACAAAAACGTGTGCAACTCTTAGGCTCTG 

TTCCACATGAGAAAGTCAGGGATGTATTATGTCAAGGTGACATATATTTACACGCTAGTT 

TAACAGAAGCATTTGGTACAATTCTAGTTGAGGCCGCATCTTGTAATTTGCTAATTGTAA 

CGACACAAGTCGGAGGAATTCCCGAAGTGTTACCAAATGAGATGACTGTTTATGCAGAAC 

AGACATCC6TTTCTGACCTTGTTCAAGCAACAAATAAAGCTATCAATATCATAAGAAGTA 

AAGCTTTGGACACTTCCTCTTTTCATGATAGCGTGTCTAAAATGTACGACTGGATGGACG 

TAGCCAAAAGGACAGTA6AGATATATACTAATATATCTTCTACTTCTTCCGCTGATGATA 

AAGATTGGATGAAAATGGTAGCAAATCTTTACAAAAGAGATGGAATCTGGGCTAAACATC 

TTTATCTGTTATGTGGAATTGTAGAGTACATGCTTTTTTTCCTCTTAGAGTGGCTATACC 

CCAGGGATGAAATCGATCTAGCTCCAAAATGGCCCAAGAAAACAGTGTCTAACGAGACGA 

AGGAAGCAAGAGAAACTTAA 

YPL175W, 461 aa (SEQ ID NO 278) 

MSSSHKVESYNNENRMLCDFFYPQLGGVEFHIYHLSQKLIDLGHSWIITHAYKDRVGVR 
HLTNGLKVYHVPFFVIFRETTFPTVFSTFPIIRNILLREQIQIVHSHGSASTFAHEGILH 
ANTMGLRTVFTDHSLYGFNNLTSIWVNKLLTFTLTNIDRVICVSNTCKENMIVRTELSPD 
1 1 S VI PNAWS EDFKPRDPTGGTKRKQS RDK I VI WI GRLF PNKGSDLLTRI I PKVC S SH 
EDVEFIVAGDGPKFIDFQQMIESHRLQKRVQLLGSVPHEKVRDVLCQGDIYLHASLTEAF 
GTILVEAASCNLLIVTTQVGGIPEVLPNEMTVYAEQTSVSDLVQATNKAINIIRSKALDT 
SSFHDSVSKMYDWMDVAKRTVEIYTNISSTSSADDKDWMKMVANLYKRDGIWAKHLYLLC 
GIVEYMLFFLLEWLYPRDEIDLAPKWPKKTVSNETKEARET 

YPL180W, 2900 bp, CDS: 501-2900 (SEQ ID NO 279) 
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CTCAATGGGAATTGAGTGAAGATCAGTCTGATCGAGAGGAATTTGTACGATTCGTGGAAA 
ACCAGCATTTCGTAGAAAAAGTTGATACGATTTACAACGGTTATAATGAAAGTCTATCAA 
TGATGGACGACCTGACTA6AGAGTTACTACTATGGGAGAAAAAATATTCAAATAACACTA 
ATGCCATTCAATAAACGCAAAACACTGCAATATTATTCTCAACCAAAGTATAACTGTAAT 
GAGGCGAACAAACACATCTATACATATATATACATCTATATGGATATAAAAACGACTAAT 
TCAACGTTGTTTTTATCAACCGAGCTTACTCTTGTACGGGTAACCGCAAGGATAGCTAGT 
TGCGGATGGTATAGCGATTTGGCTGGCACGATGATTAAGGAATCCAAACATCTAATGGAC 
TAGCACATTCTATCGATTTACGGGTCAGGTAAACATAGATATTGGGATATATCATATATC 
CTTACTGAGTAACTATAATTATGGTTCATCGAGGAAGGACTTTGAAGTCAGACACTGATG 
TAACATCTCTTAATGCGTCAACAGTATCACACCAGTCAAAGCCATTTAGACAGTTTTCGA 
CTAGGTCGAGAGCAAAGAGTAACGCAAGCTTCAAAGGTTTGCGTAGAGTTTTAACACATG 
ATGGCACCCTGGATAATGATTATTTTAATAAGCACAACGTTTCTCAGAAATGCAAGAGTT 
CTGATGCACTTTTCAGAAAGCGAACGATTAGTGGGTTGAATATGACAGCTTTAACAAGAG 
TAAAGTCCAATCAAGGAAAAAGATCAGCATCCTTTCATAGTCCGGTGCATAATACGCTGC 
TCAGTCCAAAGAACAGCAGTCATTCTAATACTGGAACTGCTGGTTTCGGCCTGAAACCAC 
GAAGAAGTAAAAGTACCCAATCTGTTCTGAGTCTTCGAGATGCGCAAGAATCTAAAAAGA 
GTGAATCTACTACTGACGAGGAGGTGGAATGTTTTTCGGAAGACAACATTGAAGATGGAA 
AGGTGAATAATGATAAAGTAATAGCCGAGCATGTTATGCCTGAAGAAAAAAAGAATGTGC 
AGCAATTAAATCAGAATGAATTACAATCCCCGGATTCAATAGATGAACAAGAAGAAGATA 
AATCAGGTACTGATGGAAAGGAAAATCATAGAGCTGTATCCTTACCATTACCTCATTTAT 
CTTCCAATAACTATTTCGGAGAATCAAGCCATTCTATAGAACATCAGAAAGATGGAGAAA 
CATCTCCAAGCTCAATTGAAACAAAACTGAATGCAACAAGTGTAATCAATGAAGAGGGGC 
AATCAAAGGTGACGAAGGAAGCTGATATTGATGACTTGTCCAGCCATTCTCAAAATTTGA 
GGGCCTCATTGGTTAAAGCGGGCGATAATATATCAGAAGCACCATATGATAAAGAAAAAA 
AAATTCTTGATGTTGGTAATACCTTAGCTGCACATAAAAGTAATCAAAAACCAAGTCATT 
CAGATGAACAGTTTGATCAGGAAGATCACATTGATGCCCCTAGGAGTAATTCATCAAGAA 
AAAGCGACTCGAGCTTTATGTCTCTTAGGAGACAAAGTTCTAAACAACACAAATTATTAA 
ACGAAGAAGAAGATCTAATCAAGCCTGATGATATTTCTTCCGCTGGTACCAAGGATATTG 
AAGGGCATAGCTTACTGGAAAATTATGCGCCTAATATGATTCTCTCCCAGTCGACTGGAG 
TTGAACGTAGATTTGAAAATTCATCATCCATCCAAAATTCGCTTGGGAATGAAATTCATG 
ACTCGGGTGAGCATATGGCTTCAGGTGATACTTTTAATGAACTGGATGATGGCAAATTGC 
GCAAGAGCAAGAAAAATGGTGGAAGATCTCAACTTGGCCAAAATATACCGAACTCTCAGT 
CTACTTTCCCCACCATTGCTAACATCGGTAGTAAAGATAATAATGTACCACAGCACAACT 
TTTCGACCTCCATATCGAGTTTAACCAATAATTTGAGGAGAGCTGCTCCTGAAAGCTTCC 
ATGGTTCAAGAATGAATAATATTTTTCACAAGAAAGGTAATCAGAATCTACTTCTGAGAT 
CCAACGATCTCAACAAAAATTCTGCAGCCCCGGCCTCTCCATTGTCCAACGAACATATTA 
CATCTAGTACGAACTCCGGTAGCGATGCAAACAGACAATCCAACTCAGGTGCCAAATTTA 
ATAGCTTCGCCCAGTTCCTTAAATCAGATGGGATTGATGCAGAATCAAGAACACAAAGAA 
AATTATGGTTGCAGAGGGAGAATTCTATTATGGACTTAAGTTCACAAAATGACGGTAGTG 
ACTCTATCTTTATGGCAGGAAACATTGATGCGAAAAGGGAGTTTGAGAGAATATCCCATG 
AATACTCTAATGTAAAAAGATTTTACAACCCATTAGATGAAGCATTGTTGAGAGTACAAC 
CTATAATAACGGGAAATGCAAATAATATCAGGAAAAAAAGCCATAACGATGCTCAGTCAA 
TCGCACATTCTAGCAGTGATACAGATCATAAGGATGAGGAC6ATTTGCTCTTTACTAACT 
ATGACAAAAAATTTGATGATCTTTATCCACATCTTGCAAGTGCAAAGATTCAGGCAGTGT 
TGTCCGGTATATGGAAAAGCGAAAGTTACTTATTTAACAAGGATGTTAATCCAATCAACA 
AGAATAGGACAACGAGTACAAACCACAGCGTTGGCCACACTGCTTCACAGAATGCACGTA 
ACTTGCTGAGGGGCCCGATGGGTTCCAGCACGACTTTGCACCACCAACGCGTCATTAACT 
CTCTGCAGCCGACTACGAGGGCAGTGAATCGCAGGATGGAAAATGTGGGCTACATGCATA 
CACAGCCACAACAAAGGTGA 

YPL180W, 799 aa {SEQ ID NO 280) 

MVHRGRTLKSDTDVTSLNASTVSHQSKPFRQFSTRSRAKSNASFKGLRRVLTHDGTLDND 
YFNKHNVSQKCKSSDALFRKRTI SGLNMTALTRVKSNQGKRSASFHSPVHNTLLS PKNS S 
HSNTGTAGFGLKPRRSKSTQSVLSLRDAQESKKSESTTDEEVECFSEDNIEDGKVNNDKV 
lAEHVMPEEKKNVQQLNQNELQSPDSIDEQEEDKSGTDGKENHRAVSLPLPHLSSNNYFG 
ESSHSIEHQKDGETSPSSIETKLNATSVINEEGQSKVTKEADIDDLSSHSQNLRASLVKA 
GDNISEAPYDKEKKILDVGNTLAAHKSNQKPSHSDEQFDQEDHIDAPRSNSSRKSDSSFM 
SLRRQSSKQHKLLNEEEDLIKPDDISSAGTKDIEGHSLLENYAPNMILSQSTGVERRFEN 
SSSIQNSLGNEIHDSGEHMASGDTFNELDDGKLRKSKKNGGRSQLGQNIPNSQSTFPTIA 
NIGSKDNNVPQHNFSTSISSLTNNLRRAAPESFHGSRMNNIFHKKGNQNLLLRSNDLNKN 
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SAAPASPLSNEHITSSTNSGSDANRQSNSGAKFNSFAQFLKSDGIDAESRTQRKLWLQRE 
NSIMDLSSQNDGSDSIFMAGNIDAKREFERISHEYSNVKRFYNPLDEALLRVQPIITGNA 
NNIRKKSHNDAQSIAHSSSDTDHKDEDDLLFTNYDKKFDDLYPHLASAKIQAVLSGIWKS 
ESYLFNKDVNPINKNRTTSTNHSVGHTASQNARNLLRGPMGSSTTLHHQRVINSLQPTTR 

AVNRRMENVGYMHTQPQQR 

YPL218W, 1212 bp, exonl : 501-528, intronl : 529-667, exon2 : 
668-1212 (SEQ ID NO 281) 

TGATACAAGACAGGCATTAGGAAACACATGAGTTTTGCATATGTATTATGCAGGTTCATT 
TGTTCCTTCCCTTATTTCTTTTCATAGTATTTATTTTTATTTATTTATTTATTTTTTTTT 
GGATTTTATTTTATTTCTTTTTTAATGCTAAGAAAGTAATTCCGCATAATTAAACGTGTG 
CTGGCCTCGATAGGTACCTATAGTATACAGAAGCTTACGAAAAGCTCCTGCAGGATGGCA 
CTTCTAAAATTCGCGCTCAACATGGCCGTATTGTACATTATATCGTTCTATCATTATATC 
GTATACGCCCGCATTACCCGACAACTCCGTCTGCAACGCGTTGACCAGAAAACTCGAACA 
AGAGATCGCATAAAAAACCAAAA6GAAACGAATTACTTGTCAAATAGTTATTGTAATGGA 
TCCTCTAGAAAGGCAAACAGTAGATTTATTTCCTTCTTTTCTAGAAACATCATTATAACT 
AACAATATATAATTGGAATAATGGCTGGTTGGGATATTTTTGGTTGGTGTATGTTATCAC 
CCTGTTCACGTTTTTCGGATACTTAGTTTTATTCAATGTGGTAAACATTGAATGTTTTCA 
GCTTAAGATCTATTTTTTTTTTTCTAGAAGAAATTGCGTCCTTTACTAACTTTATTTTAC 
TGTACAGTCAGAGATGTGTTGGCTTCCCTTGGTCTGTGGAACAAACATGGTAAACTACTT 
TTCTTGGGTTTGGATAATGCCGGTAAGACCACATTGCTACATATGTTAAAGAACGATAGA 
TTGGCAACCTTACAACCAACATGGCATCCAACTTCTGAAGAACTGGCTATTGGTAACATT 
AAGTTTACAACTTTCGATTTGGGTGGTCATATTCAAGCTCGTCGTTTATGGAAGGATTAT 
TTCCCAGAAGTTAATGGTATCGTCTTTTTAGTCGATGCTGCTGACCCTGAAAGATTTGAT 
GAAGCACGTGTCGAATTAGATGCTTTATTCAACATTGCCGAATTGAAGGACGTTCCTTTT 
GTAATTCTTGGTAACAAGATCGATGCTCCAAACGCCGTTTCTGAAGCGGAGCTACGTTCT 
GCTTTAGGATTATTGAATACCACTGGCTCTCAAAGAATTGAAGGTCAAAGACCAGTTGAA 
GTTTTCATGTGTTCCGTT6TTATGAGAAATGGTTATTTAGAGGCGTTCCAATGGTTATCT 
CAATATATTTAA 

YPL218W, 190 aa (SEQ ID NO 2 82) 

MAGWDIFGWFRDVLASLGLWNKHGKLLFLGLDNAGKTTLLHMLKNDRLATLQPTWHPTSE 
ELAIGNIKFTTFDLGGHIQARRLWKDYFPEVNGIVFLVDAADPERFDEARVELDALFNIA 
ELKDVPFVILGNKIDAPNAVSEAELRSALGLLNTTGSQRIEGQRPVEVFMCSWMRNGYL 
EAFQWLSQYI 

YPR102C, 1025 bp, CDS: 501-1025 (SEQ ID NO 283) 

TTCTTTACAATTCACCTTGCATTATTGAAGGAGTGCTATTCTTCGTTTTGCCACCCTTTT 

GCTGTTTTCCCTCATATCACATAATACCCGGAGAGGCTCTTTCCTGCGACAGCGCAACAT 

CCAACCATCCTAAAGGTATGGGTGTACTGACGATGCGATTATTTCATTAAGTTCTGTCTT 

TTTTGTATAAATGAAAAAAGAACGGTGAAATCCATAGAAATACAGAGAGCGACGCAAACA 

GCGCGCAGACTCTACGGGTAATAGACTCACATCCACGTGACCAGTTTCCAATCGAACTTT 

TTCACTTTGCAGGGAATTATTGTTTCACTAGCAAAGGTAGCCCACTTACCACTCAGCTAT 

GCGAAAGTTTCATTGTTTGATACATCTTGATAGTAACCGCAGGCTTCTTTCTTAGTTCAT 

ATTTTATTGTATTTCAACTAATATTATTTTTTTTTCAGTGGAAGGGAAGGTGAACCAAGA 

ACATACAAACATAGCCAAAGATGTCTGCCAAAGCTCAAAACCCTATGCGTGATTTGAAGA 

TCGAAAAGTTGGTCTTAAACATTTCTGTTGGTGAATCTGGTGACAGATTGACCAGAGCCT 

CCAAGGTTTTAGAGCAATTATCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTG 

TCAGAACTTTCGGTATCAGAAGAAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTC 

CAAAGGCTGAAGAAATTTTGGAAAGAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACA 

GAAACTTCTCTGCTACCGGTAACTTCGGTTTCGGTATTGACGAACACATTGACTTGGGTA 

TCAAGTATGACCCATCCATCGGTATTTTCGGTATGGATTTCTATGTCGTCATGAACAGAC 

CAGGTGCTAGAGTCACTAGAAGAAAGAGATGTAAGGGTACCGTTGGTAACTCCCACAAGA 

CAACTAAGGAAGACACCGTCTCTTGGTTCAAGCAAAAGTACGATGCTGATGTTTTGGACA 

AATAA 

YPR102C, 174 aa (SEQ ID NO 284) 

MS AKAQNPMRDLKI EKLVLNI S VGE S GDRLTRASKVLEQL SGQT PVQ S KARYTVRTFGI R 
RNEKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSI 
GIFGMDFYWMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVLDK 
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YBL003C, 899 bp, CDS: 501-899 (SEQ ID NO 457) 

TATATGACGGCAAGTGTCTCACTGTTGCATTACGCGATGTTTCTTTTCTTTGTTCTTGTAAG 
CGCGATTTTACCAGAACTAGATGGCGCTCGTGATCCTGAAAACGGGGAGAAATTTTGAG2\AC 
ACCGCTTTATTAGGCGAAGCGGTGGGCACAGCTCACGCGTAAGGTGTTCCCATTATTTCTCA 
AAGTGATGCGAATTTCAGAGAACACATTAACCTGGGGGCCATAAACGCGACGTGCTACCATT 
TTCGTTACGTATACTTAGGCCAGAGATTACAACATGACTACTAATATCAAACATAACTCTAT 
ATATAAGGGATGAAGATGTATGCTTTCTTAGAATTTCAAACATGTTCCGTTAAAGTTTTACT 
TTTCGATTTCAATTTCGACTGCATGATGCTTTTCTTAGGTAGTTTTTTGTTATTAAATAGTA 
TCATAAATTCTTGTCTTTTTACATAAGAATTAGGAAAGTACAGAACAAGAGCAAATTTAATA 
TATAATGTCCGGTGGTAAAGGTGGTAAAGCTGGTTCAGCTGCTAAAGCTTCTCAATCTAGAT 
CTGCTAAAGCTGGTTTAACATTCCCAGTTGGTAGAGTGCACAGATTGCTAAGAAGAGGTAAC 
TACGCCCAGAGAATTGGTTCTGGTGCTCCAGTCTATCTAACTGCTGTCTTAGAATATTTGGC 
TGCTGAAATTTTAGAATTGGCTGGTAATGCTGCTAGAGATAACAAAAAAACCAGAATTATTC 
CAAGACATTTACAATTGGCCATCAGAAAT6ATGATGAATTGAACAAGCTATTGGGTAATGTT 
ACCATCGCCCAAGGTGGTGTTTTGCCAAACATTCACCAAAACTTGTTGCCAAAGAAGTCTGC 
CAAGACTGCCAAAGCTTCTCAAGAACTGTAA 

YBL003C, 132 aa (SEQ ID NO 458) 

MSGGKGGKAGSAAKASQSRSAKAGLTFPVGRVHRLLRRGNYAQRIGSGAPVYLTAVLEYLAA 
EILELAGNAARDNKKTRIIPRHLQLAIRNDDELNKLLGNVTIAQGGVLPNIHQNLLPKKSAK 
TAKASQEL 

YDR442W, 893 bp, CDS: 501-893 (SEQ ID NO 459) 

TGAACGGGTGCAAAATTTACTTTAACACCCAAAAAGTATATGCGTATATATATATATTTATC 
CTTGTTATTTTTGTAAATTGAGCTATGCAACATAAGATTCCTGCGATGTAAGAACTACTTGC 
TAATCAAGAGAACTTCAACAATTTTCCATCGCAGAGACGAAAAAACTGGAAAAAAATAAAAA 
GAAAAAATTGAAAAAGAATC6CGACTTCCGATTACATAACCTTATACGGAGTATGATACCAT 
TCTTGACATCATCAACACACCATCGCAGACCCACGTGGCCGCTTCGTGTGCCTTGAAAATAC 
AGCCTTAAACGCAATCTCATTCGCGTTCTGTGGAAATTGTCTCGGACTACACGCTGGGCGTG 
CATCACCAGTGAAAATGCCGTACCGCCCCGCTTCCGGTTTTGTTTTTATAAATCCGACTGGA 
GAAATAGACTTCTGGGTTTACACCCCGGAATAATACTAAAACCAAAACTGGTAAATAGGGCT 
ACAGATGAGCAGGAAAACGTTGCCGGAAAAAGTTTATTTATCCGAGAGAATAATTGATGAAG 
AAGTAGCGGTATGCACAGTAGCGGCGGAAGTATTAGCAATTTTTACTCTGGTGTGCACAAGA 
GTGTTCATCATTTTTTTCACGGCTAGGATATGCCATGGAATATGGCCATCTTCGCCATCAGA 
GA6ACCGTACCACACGTTTAGAGCAGCCAGGTTGCGAAACTCTTCTAAGATGGTTTCCAGCA 
ATTGTGTACTATCAGAATGTGGACAGTTTAAAAGGTTGACTGCGAATTTGTCCCAAACCGTA 
TCACCGTCGCATTTTTTGAATTTGATCAAAGCACCACTCCTAATAGCACAGCGATGCTGTGA 
GTGTGCCAGTGGGAACGGGTGCTGA 

YDR442W, 130 aa (SEQ ID NO 460) 

MSRKTLPEKVYLSERIIDEEVAVCTVAAEVLAIFTLVCTRVFIIFFTARICHGIWPSSPSER 
PYHTFRAARLRNSSKMVSSNCVLSECGQFKRLTANLSQTVSPSHFLNLIKAPLLIAQRCCEC 
ASGN6C 

YDR529C, 884 bp, CDS: 501-884 (SEQ ID NO 461) 

GAGTCTCCGGAGTTGACCAAGTCATACAATGTGCTACTGACCAAGAAATGGATCTGTGTAGT 
TCCAAGATCGCATGCCAAGAGTGGACCGCCATTGATGTTAAACATTAACTCCACGGGGTACT 
GTGGTATGATCCTCGTTAAAGACAGAGAAAAACTAGAGAACCTCACTGAAGATCCTCATCTT 
6TGGACAAGTCGTTACTGCAATGCGGTTTCCCCAACACAGCAGGCCAAAAACCAACAGAGTA 
TCACTATTAAGGTCTATTAGCCATATGTACATTGTCTATAGATGTGTAACTGCGCTGTGATC 
TTGTTTTGACCAATCAGGAGCGACGCGCTTTTTATCGGGTCACCCCGGCGGGGGGCCTGACA 
ATTTACTTTCATAGAGCAGTAATAAAAGGGAAGAGATGTAAAAGCTTGGAAAAATAGCAGTA 
AAGGTTGTTGTTGGACAATTTATCAGAATATTAGTAACTGTAATTAAACGTTCCAGAAAGAA 
CAAAATGCCACAGTCTTTTACGTCTATTGCGAGAATTGGTGACTATATTTTGAAGTCACCCG 
TCCTCTCCAAGTTATGTGTTCCAGTTGCCAATCAGTTCATTAACCTCGCAGGTTACAAGAAG 
TTAGGGCTCAAATTTGACGACTTAATTGCAGAGGAAAATCCCATCATGCAGACCGCTTTAAG 
AAGACTCCCTGAAGATGAATCTTATGCCAGAGCATATAGAATAATCAGGGCTCATCAAACCG 
AGTTGACTCATCATTTACTGCCAAGAAACGAATGGATCAAAGCCCAAGAGGATGTTCCTTAC 
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CTGTTGCCATACATATTAGAAGCTGAAGCTGCAGCTAAGGAGAAGGACGAGTTAGACAACAT 
AGAGGTCTCCAAATGA 

YDR529C, 127 aa (SEQ ID NO 462) 

MPQSFTSIARIGDYILKSPVLSKLCVPVANQFINLAGYKKLGLKFDDLIAEENPIMQTALRR 
LPEDESYARAYRIIRAHQTELTHHLLPRNEWIKAQEDVPYLLPYILEAEAAAKEKDELDNIE 
VSK 

YGR085C, 1025 bp, CDS: 501-1025 (SEQ ID NO 463) 

TCCTTACTTTAGTCTATTATCAATATCTCTTCCCCCTCCTAAATATGTACTCTTTTATTTTT 

TTTAATTGTGAAGGAACAATTCAAGTTAGAACTCTTTTGATAGGAAACATTATTTCCTGTGT 
AGCCTAATGTTTAATGCCTAATTTTTTTCTAAAATGCAGCAACATACATATGTTGAGTCGTA 
TAGACATCTATATATAACAAGCACAGAACCGTCTAATTGGTATTTTTCAGGACATTTTAAAC 
ATCCGTACAACGAGAACCCATACATTACTTTTTTTAATATTCTTTTTGTTTTCACCGCCTTC 
TTTTTATTTTTATCCGAAGATCTTTTGGAACCCGCTCTGCGAATAGCGAAGCTAGGATACCA 
AATTGAAACTTGGACATAACTCATCATTAAAGAAGTATACTGTTAAGAGAGGCATTCATTTC 
GTGTATTATAACGTTTAGCATCAGTTACCCTTGAAAGCCCAACATATACAAAAATACGCGTC 
CAAGATGTCTACTAAAGCCCAAAACCCTATGCGTGATTTGAAGATCGAGAAATTGGTCTTGA 
ACATCTCCGTTGGTGAATCTGGTGACAGATTAACCAGAGCCTCCAAGGTTTTAGAACAATTA 
TCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTGTCAGAACTTTCGGTATCAGAAG 
AAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTCCAAAGGCTGAAGAAATTTTGGAAA 
GAGGTTTGAAGGTCAAG6AATACCAATTGAGAGACAGAAACTTCTCTGCTACCGGTAACTTC 
GGTTTCGGTATTGACGAACACATTGACTTGGGTATCAAGTATGACCCATCCATCGGTATTTT 
CGGTATGGATTTCTATGTCGTCATGAACAGACCAGGTGCTAGAGTCACTAGAAGAAAGAGAT 
GTAAGGGTACTGTTGGTAACTCCCACAAGACAACTAAGGAAGACACCGTCTCTTGGTTCAAG 
CAAAAGTACGACGCTGATGTGCTCGATAAATAA 

YGR085C, 174 aa (SEQ ID NO 464) 

MSTKAQNPMRDLKIEKLVLNISVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIRRN 
EKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSIGIFG 
MDFYWMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVLDK 

YGR106C, 1298 bp, CDS: 501-1298 (SEQ ID NO 465) 

GCAACATTACCACTTTGTACGGAGCGTCAGAAAGAACGCACCTCATCATTATTATGAGAACA 
GTACGATAACTTCTGTCTGAGATACGCTTCGTTGTTATAATACAAGTGAAACCGCCACGGAT 
AATTAGCAGCAATTGAACACAAGGGATATCATTTGTGTGACCTTTGTTCCTCTCATAGTTGC 
TGTGAACCCTTTAGTAACTATTAATGTTTATTTCATGAGACTAGTCAAAACATTCAATAACA 
GTTTTTCTATATGAGAAAAAAAAAAAAAAAAAAAAAAATGAAAAAGCAACAGTACGATTATT 
ACACTGACTATGCTGCAGTTTCCGCAATAGCAAAATTGTGTCACATTACACGAAAGAAAGAA 
AGAACGCTATTTCTTATAAGAGCAAACTGTTGATAAGTTTATAGCAAGAATAAAAAGGGTAA 
AAAGTCATTGATAATAACCACTGCTGTGACTATATATAATAAGAATCGAACTGTAAAGTTAA 
AGCAATGGTGTTCGGTCAGCTGTATGCCCTTTTCATCTTCACGTTATCATGTTGTATTTCCA 
AAACTGTGCAAGCAGATTCATCCAAGGAAAGCTCTTCCTTTATTTCGTTCGACAAAGAGAGT 
AACTGGGATACCATCAGCACTATATCTTCAACGGCAGATGTTATATCATCCGTTGACAGTGC 
TATCGCTGTTTTTGAATTTGACAATTTCTCATTATTGGACAACTTGATGATTGACGAAGAAT 
ACCCATTCTTCAATAGATTCTTTGCCAATGATGTCAGTTTAACTGTTCATGACGATTCGCCT 
TTGAACATCTCTCAATCATTATCTCCCATTATGGAACAATTTACTGTGGATGAATTACCTGA 
AAGTGCCTCTGACTTACTATATGAATACTCCTTAGATGATAAAAGCATCGTTTTGTTCAAGT 
TTACCTCGGATGCCTACGATTTGAAAAAATTAGATGAATTTATTGATTCTTGCTTATCGTTT 
TTGGAAGATAAATCTGGCGACAATTTGACTGTGGTTATTAACTCTCTTGGTTGGGCTTTTGA 
AGATGAAGATGGTGACGATGAATATGCAACAGAAGAGACTTTGAGCCATCATGATAACAACA 
AGGGTAAAGAAGGCGACGATGATATTTTAAGCTCCATCTGGACTGAAGGACTACTAATGTGT 
TTAATAGTTTCTGCGTTGCTATTGTTCATTTTGATTGTTGCACTTTCTTGGATATCTAATTT 
GGATATCACATATGGTGCGTTGGAAAAATCAACAAACCCAATAAAAAAAAACAATTAA 

YGR106C, 265 aa (SEQ ID NO 466) 

MVFGQLYALFIFTLSCCISKTVQADSSKESSSFISFDKESNWDTISTISSTADVISSVDSAI 
AVFEFDNFSLLDNLMIDEEYPFFNRFFANDVSLTVHDDSPLNISQSLSPIMEQFTVDELPES 
ASDLLYEYSLDDKSIVLFKFTSDAYDLKKLDEFIDSCLSFLEDKSGDNLTWINSLGWAFED 
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EDGDDEYATEETLSHHDNNKGKEGDDDILSSIWTEGLLMCLIVSALLLFILIVALSWISNLD 
I T YGALEKSTNP I KKNN 

YGR182C, 854 bp, CDS: 501-854 (SEQ ID NO 467) 

CCAAGTATCATGGGCTTTGGAAATTAGTTTCCCACCGATGAGCGCAACGACTTAGCGAAGCT 
TATGAAATTGGTGACAGCAGCTCTATGAATATGTTCCATGCGTTTCCATTCAGGTTACTAAC 
AATGCATAAATTATGAGTAGTCTTTTTCATCACTATATAAAACCTTTTTCAAACGAAACGCT 
GTTTTTGTTGGTACTATCTTTGCAGGTGCCTTTGTTTTCCAAACTGTATTTGATACTGCTAT 
TACTTCATGGTACGAGAATCACAACAAAGGAAAATTATGGAAAGATGTCAAGGCTCGAATAG 
CTGCAGGCGATGGAGACGACGATGATGAGTAAACGCTGATTATGTCACACATATACGTGCAA 
ACGCTCTCTCTCTCTCTCAAGCTATATAAGTGGCACTCGTCTTATTTATTATTTTTTTATTT 
TGGCTGGTTGTTCATGTTCAACCCAACCTCATAAAGGCACTCAACTTCATATTTTGACACAA 
ATCTATGTCTCGCCAAAGCGCATTCAAATTTCAGAATGGAAATAGACACGAACGAGCCTGTC 
TGTCAGATGTTCACAAAATCCTTATTATAATTTTATATTCTACTAAAGGAAAAAGAGAATTA 
GGAAAAAGAATAACTCATTTTATGTATATACATATATTTTGTACATATCTATACCAAGCAAG 
TATAGTGCAATACTGTTCTTCGACGTTATTAAACGTAATAGCATTTTCTTGGTATCCTTTGA 
ATCTTATATACAAGTACGAGTACATACTGCGCAGTAAATTGATCCTGATGGTGTGTTTAGAT 
TTCGCCAGAA6CGGAGGCGTTCTGGATTCTGGAGATGTAAGCCTTTGA 

YGR182C, 117 aa (SEQ ID NO 468) 

MSRQSAFKFQNGNRHERACLSDVHKILIIILYSTKGKRELGKRITHFMYIHIFCTYLYQASI 
VQYCSSTLLNVIAFSWYPLNLIYKYEYILRSKLILMVCLDFARSGGVLDSGDVSL 

YGR183C, 914 bp, exonl: 501-503, intronl : 504-716, exon2 : 717- 
914 (SEQ ID NO 469) 

AAATACAAATCCAAGAAACCTCGATGAGGATGACTCTGATGATAATGATGACTCTGATGAGC 
GAGAGATTTGGTAGATTCAAGCCCTCTACTATGTTTTATAGTTGACATATTTGTATATAAAA 
ACTTATACATTATTAAACATTTGCGCGTCGATTGACTTTTATTTATTATTAACAAAGAAGTA 
ATACCAACCTAATTACAAATACTTCGAAGTGACTATCATAAGTTTCCTTATCTAGCGAAGGC 
AACTTTTGAACTCCCCAGTTGTTAATATGTATCATTATACACGACCCAATCAAACGCGGGGA 
AGTCAATGCCGAAAGAATTCTAGGACCTAAAAGCTGCTCAATCCTTGGGCCTTTCCCTAATG 
ACATCCCCTCTCAAACTTTAGCTTAGCAGTTGTATTTAATGTCCTGTCACGGATAGTCAATA 
ATCGTTGAAGGTTGATTTTCATATCCTTCGCAATTTCGTAAAGCAACAATAGCAATACGGAC 
TAAAATGGTATGTTGGTGTGTGTGTGTGCTGCTTCACATTTCAGGCTAAAAATGTTATCCGT 
GGAATCTTCCTTAGCCAAGTATCATGGGCTTTGGAAATTAGTTTCCCACCGATGAGCGCAAC 
GACTTAGCGAAGCTTATGAAATTGGTGACAGCAGCTCTATGAATATGTTCCATGCGTTTCCA 
TTCAGGTTACTAACAATGCATAAATTATGAGTA6TCTTTTTCATCACTATATAAAACCTTTT 
TCAAACGAAACGCTGTTTTTGTTGGTACTATCTTTGCAGGTGCCTTTGTTTTCCAAACTGTA 
TTTGATACTGCTATTACTTCATGGTACGAGAATCACAACAAAGGAAAATTATGGAAAGATGT 
CAAGGCTCGAATAGCTGCAGGCGATGGAGACGACGATGATGAGTAA 

YGR183C, 66 aa {SEQ ID NO 470) 

MSFSSLYKTFFKRNAVFVGTIFAGAFVFQTVFDTAITSWYENHNKGKLWKDVKARIAAGDGD 
DDDE 

YKR040C, 1004 bp, CDS: 501-1004 (SEQ ID NO 471) 

GGGCTTTTCCAGTGCCGCGGCCTCGAGATCCAGGCACCAGGAACTAGGCACGCTGTGTATTC 
TAACACATTGAAGGGCCTAGGCCCGCTGACGTGGGGTCTAGTTCCACTTTTTCATTACCTTT 
TCTCGGTCTTTTCTTGCTCCCACAGGCCGTTAATGGCCTGAAACAGTTTTGTGACTTTGGAC 
TTATGATAACGATGTTTGTCCGGGTGCCACCGGATTCTATCGCGGCGAATCAAGTCTAGTCT 
GTTTGCATCCATCAAGGCACTGCTCATTGTGTAAAATTGTTCTACGCTTTTGTCATCAATCA 
TATCTAAACTCACAGCCGCTAGGGTAGGTGTGCCTGGCAGTGGTAAGGTAGCCGGCTCGTCT 
TTGGTCATGCGCCAATACTGTCGAACGGCCCGCGCGTAGCGTTCTTCGGCTTCAACCTTAGA 
GCTGATACCTTTTGCCTGGTCAAAGGCGAAAACGTCTACCTCGCTTTCACTGCTGCTTTCGC 
TTTCATGACTTCGTTTCAAGCGGTCTCTTTCGCTCTCGGTTGTAACACACTTGTAGCCTGCT 
ATGCTTTCACCGTACTCGAAAAGCGTAGCCTCATGACTAGTTGTACCAACGCCCTTTCTTTT 
CTTTTTTTTCTCTTGACACTTCGGCGTATTCATCGCCACTGGTACAAGCCGTATGGTGCTTT 
TTTGCTCATTTTCGTTTTGACGTTGCGATGGTTTCGCGGACCAATCGCATGGGTGGTGGTGG 
ATGTTGTCTTTGCTAGTTGCAACGTAGTCTTCTTCTCTCCTGCGCTTTCTGACGAAAATTGG 
CCTTACGTATCTTTTTTCGGCGTCGTTGTCGTCATCGCTGTTCATATAATCGTCGTCACTCA 
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TATCGGCGCTTTTACTGCATGCTGTCTTTTGAAGAGAGTTTCATTGAAAAGTAGTGAAGAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAGGAAAAAAGCTTACATACGGAAAGAGAAAAAAAAAAA 
AAGAAATTTTAA 

YKR040C, 167 aa (SEQ ID NO 472) 

MTSFQAVSFALGCNTLVACYAFTVLEKRSLMTSCTNALSFLFFLLTLRRIHRHWYKPYGAFL 
LIFVLTLRWFRGPIAWVWDWFASCNWFFSPALSDENWPYVSFFGWWIAVHIIWTHI 
GAFTACCLLKRVSLKSSEEKKKKKKKKKEKSLHTEREKKKKKF 

YOL127W, 1343 bp, exonl: 501-513, intronl : 514-927, exon2 : 

928-1343 (SEQ ID NO 473) 

TCTTATCTTGTATGCCCGATATAGCAACCTTGTTGGTACCAATCTAACGGTTTCCGTACTTT 
GCAATGAAGAGATGAGGAGGCATGGGTCACTTATTTAATATGTACGGGTGTTTACATGGAGT 
TGCTTTCTTTTTTTGTCTCAGCAGTCATTGTGCGCCAAAAAAAGAGAAAACCGTGAGCCGAA 
GTCCACGCTCTGGAGTTAGGCTCTCCCATTACGGAGAGAAGCATTTCCTCAGCCTGGGAGCC 
CCGTTGGAACAGTCAGGCTAAACTGGGCCTTCCTACCCACTGCTTGCTGTTTCTCACTGGAC 
GCACAAGGGGATTTTCTTTCTACCTTCGGCTTGCCTCACTGCGTTGGGGCTTCCCAATGCAA 
CTTCGTTCGTATGCATACAATCTTTTAGATATTATCTTTTAAAATTATTTTAAAACAATTTT 
AAATGTATCTCATATGCTTTTCTTCTGCTGTTGAAAAGGCTAAACAAAGAAGATCAATAAGA 
TAAAATGGCTCCATCTGGTATGTGAACTGCAATATTAATAGCACGAGAAAATTGAGAGGAAG 
ATAGATGGGAACTAGTAGAGTTGATATTGATGAGATACGAAAACCACACGTAAATAAACTAT 
CCGACGACAAGAATAGTGCATTAAGGACTTGAT'TAAGATATGGTGAGCAACGTAATTATCGG 

gctcaacagtttattagcaatcgttttgatagaagcgttgatgctgtggaagttgttctttt 
tactaccaacagccattaacaaatccattagagtgttcgttcgtttttctgctcagattcaa 
gaaaattattccatcctcattatacttttttcttctatttcgtgctccacgtcgaggtatca 
aggaacatagtttactaacattaacgaattcatctcctatgaatttactttttgtatagcta 
aggctactgccgctaagaaagctgtcgttaagggtactaatggtaagaaggctttgaaggtc 
agaacttctgctaccttcagactaccaaagaccttgaagttggctagagctccaaaatatgc 
ttccaaggctgttccacattacaacagattggactcatacaaggtcattgagcaaccaatca 
cttctgaaaccgctatgaagaaggttgaagatggtaacattttggttttccaagtttccatg 
aaagctaacaaataccaaatcaagaaggccgtcaaggaattatacgaagttgacgtattgaa 
ggttaacactttggttagaccaaacggtaccaagaaggcttacgttagattgactgctgact 
acgatgctttggacattgctaacagaatcggttacatttaa 

YOL127W, 142 aa (SEQ ID NO 474) 

MAPSAKATAAKKAVVKGTNGKKALK\mTSATFRLPKTLKLARAPKYASKAVPHYNRLDSYKV 
lEQPITSETAMKKVEDGNILWQVSMKMTKYQIlOCAVKELYEVDVLKVNTLVRPNGTKKAYV 
RLTADYDALDIANRIGYI 
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FIG. 2; 

YBL051C_homolog_l 1229bp PathoSeq: 1..1229; CDS: <1..>1229 (SEQ ID 
NO 285) 

AGAGAACGTATTGAAGAGGAGAAAAGGGAGAAAAGAGGTCAATTGGAAGAACAACATCGTTCTGCA 
TCAAATGCTTCTATGGCTTCTTTATTGTCAGCTGCTTCAACTACAGCAGCAACTAAAAATTTGAGT 
GTGGCTGGCACAAATCCTTCTCATACCACTGAAAGAATGTTTTTAAATTTACCTTTTAACAATTCC 
CTGTTCAATGCCCCACCAGTAGAAATTAATTTTAATGATCTTGAAGTTTTGGAATTGTACACTCAA 
TTAGTATTATACCGAGATGATATTACCAAATCTACTTTTGAATTAGCTATATCACCAGCAAATTTG 
AATATTTCTCAACGGAAAATCATATCAATTTTATGTAATTATTTGAATTTATTAGAATTGTTTGAT 
AATGGGTTGATAATAATTAGAAGAAAACCAGGATACATTGCTCAGTGTATAACTCAACAATCTATT 
ATTCCTAATTCTCAACAGGTGTCTGGGCCAACTCACCCGCAACAACATCAACAGAATCAACTTCAA 
CAACAGCAACAGCAACAACATCAACATCAACATCCTTCACATTCATCATCGATGATGAACCTTCAT 
CAATTGGGTGGTACATTAGCTGTTCCAGCGCACCCTGAATTATTAAGATCCCAATCGCAATCAGCA 
TTACCGTTGCCAAGATTGAGACAGCAAACCTCTACACCAATTCAACAAAATCAACAAGTTCAGCAC 
CAAAATCAACCACCACAACAACAACAGCAACAGCATGTTCAACCACAATATAATTATTACAATCAG 
CAATCTATTCAAAGCCAACCACATTCTGCGAGACCTTATTCTCAATCATATAATATTTATCAACAA 
CAACAGCAACA6CAGCAACAACAAGCTCAACAACAAGCTCAACAACAACAACAACAACAATTACAA 
TATCAACAGGGACACCAGTCACAAGTTTCAACACCTACATTGAATTCTTCTAGTGCTGCTGCATTA 
CTTAGATCAAGTAGCAGTA6ATCATTTGTTGATGTGAGATCCACACCTCCCACAAGTAGTTTTGCT 
CAACAGCAACAACAACAACAACAACAACAGCAACAGCCGCCACTAACTTCATCAATCCATGATTCT 
CCAACACCACATCATCATTTACCACTTCAACAGCAGCCACCACAACCAAATCATTACCTATCCAAT 
TACCATCAG6GGGTTGGATCTCAACCAAAAACTCCATTGGC 

YBL051C_homolog_l 409aa (SEQ ID NO 286) 

RERIEEEKREKRGQLEEQHRSASNASMASLLSAASTTAATKNLSVAGTNPSHTTERMFLNLPFNWS 
SFNAPPVEINFNDLEVLELYTQLVLYRDDITKSTFELAISPANLNISQRKIISILCNYLNLLELFD 
NGLI 1 1 RRKPGYI AQC ITQQS I IPNSQQVSGPTHPQQHQQNQLQQQQQQQHQHQHPSHS S SIVDVINLH 
QLGGTLAVPAHPELLRSQSQSALPLPRLRQQTSTPIQQNQQVQHQNQPPQQQQQQHVQPQYNYYNQ 
QSIQSQPHSARPYSQSYNIYQQQQQQQQQQAQQQAQQQQQQQLQYQQGHQSQVSTPTLNSSSAAAL 
LRSSSSRSFVDVRSTPPTSSFAQQQQQQQQQQQQPPLTSSIHDSPTPHHHLPLQQQPPQPNHYLSN 
YHQGVGSQPKTPL 

YBL051C_homolog_2 2153bp public: 1..2153; CDS: 501.. 2150 (SEQ ID 
NO 287) 

ATAAACAAAAAAGAAGCACGAACTGTGGGCAACAACAACAACAACAACAACAAAAAAAAAAAATTT 
CTGGAAAATCAAAATTGAACTCCAACCAGCAGCGGCGGCGGCGACAGAAAAATATATTAACAGAAT 
ACTTTTTTGTATTCAACTCTCTAACTCTTTCTATTTTTTTTTTTTTTCTATATACACTGTTAAATC 
AATCAACAATAGCAGGATATCCATTCATATACAAATAGATAAACTGTTTAATTAAT'f'AATTAACTG 
ATTTGATTTGGGAAAAAACAAATTTTATATTTGGAGAATTGAATTTCAATCATTTTAACAAATTCA 
AAGCTTTAATTCCCACCTATCAAATTTCATTATTATTTTGTTTTCATTATTTTTTTTTTCCCTTTC 
TTTCTTTCTTTCTTTCTTTTTTGGAACAAAGTAATAGCCGATAAAATAAATAATTCACATAGCCCA 
ATTCATATTACATTGACTTTTGACAAGAGGTATATATAATGGATTTTAGAAATTTATCAACTACAC 
CGAATCAAATGGGCACTGTAATGCAACGTCGTCCCTCTCTATCATCATTATCGTCAGCCTCGGGCT 
ATTCTTCTTCCAATTATGGTGGAAATCCTACACCCAATCCCAACAATTCCAATACCAATAACAATA 
GTAGTGGCAATAGTAATAACAACACTCATGGCAATAACACTCCCAAATTATCAACTCAAAGATTGA 
CAAATAATAGGAATTTACAATCCTTGTGGATAAACCAACCATCTATTGCTCCTTCTAATGTTGTTC 
CTTGGGTGGAACAGCAACAACAACAAACCCTTGATCTGTTGGAAAATAATACTAAAACAGACTCCA 
GTAATGATGCTTCTGCTACTAATAATAATAATGTTAATGTTAATGTTAATGCCAATGCCAATGTTA 
ATGCCAATGCCAATATCCATGCCCAAACCCATGTCAACACAAATGTTAATGCAAACACAACAGCAA 
CTAGTATTAATGCTTCCACGATTTTAAATACTACACCAAGTATTAATGACACTAATGATAATGCCA 
AAAAAATTAATGTTTCCATGATTAGTAATAACAATAACAATAACAGTAACAATAATAACAACAACA 
CTAACAATAGTAGTACAGGAAGTTCTAACATTGCAAACATGCTTCCTTCTGTTTCTAATGCAACGA 
CAATGAATAACAGTAATAGTATCAATAGCACCACAAACAATACTACAATTAACGAAGCTGATGATG 
ACGAGTTAATTCCTACTGCGATTGTGATTAAAAATATTCCATTTGCCATTAAAAAGGAACAATTGT 
TAGATGTGATGACAAAATTAAACTTGCCATTACCATATGCCTTTAATTATCATTTTGATAATGGTG 
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TGTTTCGTGGATTAGCATTTGCCAATTTCACATCTACAGATGAGACATCAGCAGTAGTAAACCAAT 
TGAATGGAAGAGAAATAGGTGGAAGAAAATTACGTGTTGAATACAAAAAAATGCTTCCGGCACAAG 
AAAGAGAACGTATTGAAAGAGA6AAAAGGGAGAAAAGAGGTCAATTGGAAGAACAACATCGTTCTG 
CATCAAATGCTTCTTTGGCTTCTTTATTGTCAGCTGCTTCAACTACAGCAGCAACTAAAAATTTGA 
GTGTGGCTGGCACAAATCCTTCTCATACCACTGAAAGAATGTTTTTAAATTTACCTTTTAACAATT 
CCCTGTTCAATGCCCCACCAGTAGAAATTAATTTTAATGATCTTGAAGTTTTGGAATTGTACACTC 
AATTAGTATTATACCGAGATGATATTACCAAATCTACTTTTGAATTAGCTATATCACCCAGCATAT 
TTGAATATTTCTCAACGGAAAATCATATCAATTTATGTAATTATTTGAATTTATTAGAATTGTTTG 
ATAATGGGTTGCTACTAATTAGAAAAAAACCAGGATCCATTGCTCAGTGTATAACTCAAAAATCTA 
TTATTCCTAATTCTCAACAGGTGTCTGGGCCAACTCACCCGCACCACCATCAAAAGAATCAACTTC 
ACCAACAGCAACAGCAACACACATCAACATCAACATCCTTAACATTCATCATCGATGATGAACCTT 
CATCAATTGGGTGGTACATTAGCTGTTCCAGCGCACCATGA 

YBL051C_homolog_2 550aa (SEQ ID NO 288) 

MDFRNLSTTPNQMGTVMQRRPSLSSLSSASGYSSSNYGGNPTPNPmSimnilNSSGNSlOJ^ 

TPKLSTQRLTNNRNLQSLWINQPSIAPSNWPWVEQQQQQTLDSLENNTKTDSSNDASATNl^^ 

VNVNANANVNANANIHAQTHVNTNVNANTTATSINASTILNTTPSINDTroN 

mSNNNNl^TNNSSTGSSNIANMLPSVSNATTlylNNSNSINSTT^ 

PFAIKKEQLLDVMTKLNLPLPYAFNYHFDNGVFRGLAFANFTSTDETSAWNQLNGREIGGRKLRV 
EYKKMLPAQERERIEREKREKRGQLEEQHRSASNASLASLLSAASTTAATKNLSVAGTNPSHTTER 
MFLNLPFNNSSFNAPPVEINFNDLEVLELYTQLVLYRDDITKSTFELAISPSIFEYFSTENHINLC 
NYLNLLELFDNGLLLIRKKPGSIAQCITQKSIIPNSQQVSGPTHPHHHQKNQLHQQQQQHTSTSTS 
LTFIIDDEPSSIGWYISCSSAP 

YBL066C_homolog 3254bp PathoSeq: 1 .. 94/2146 .. 3254, public: 
95.. 2145; CDS: 501.. 3251 (SEQ ID NO 289) 

ATAAAAAAAGAAATACAATTAAAAAAATTTTCCTTCTGTGAAAAGGCAATTTCGGGTCTAGTAGTA 
AACAAAGCTTAATAATTTCTCCCATTCAAATTTACAACGGACGATGCAGAAAGTAGTTTTCAAATT 
CAGTTTCTTTTCTTTTATATATTTTTTCTTACTTTCTCTTCCTTTCTTCCTGACAGTATATTAATA 
AATATTCTTTTTAACTTATTTTTCAATCAAGAAGGTACTGAAGATATCAATTAACTCTCAGTTAAA 
TCCATATTACCAGTTGTGGAATAATCAGAAGAAAAAAAAAAAAGAGAGAAAAATCACGGGAATTAC 
GTTCTCAACAGAAAATAACAATAATTTTTTTTTATTCATTCCAAGGTATAACAAGAACGTTAGGAA 
TAATATAAAATTATCACCAAAGCTGCCATCAACGTGTGTCGACAACCAATCGACTCCTCCCTTAAC 
TAGAACCATAGAACCTCAACATTTGTTTCTATAGAAAAATGAAGTTTGAAAAAGGTAAAGTGAGAA 
TTTTGCCTAAACCATCCCCTACACCAACCAACCCACAAACCCCATTGCCATTACTTCCAGCTCAAA 
CTAAACCTGTAAACTCAAAAAGAAAATCAGCAGCCAGTACACCTGGAAATGAATCAAAGAAATCAA 
GAAAATCAAATTCTACAGCTTCAACACCCAACAGTGCTACACCAACATCAGTCGGAACACCTCCAC 
AGAAAACTTCCAAACCAACAGGTCATAGGCCAGTGACTTCATGTACTTTTTGTCGTCAACATAAAA 
TCAAATGTAATGCTTCAGATAATTATCCAAACCCATGTGAAAGATGTAAAAAAATGGGTTTGAAAT 
GTGAAATTGACCCCGAATTTAGACCTCGCAAAGGGTCACAAATCCAATCATTGAAACTGGATGTTG 
ATGAATTGAAGGCCAAGATTGAAATGTTGACTAAAAATGAATCTTTGCTCACACAAGCTTTGAATC 
AACACAATTTGAACCACGCTTCGCAACAGCAACAACTGTCTGGATCGCAATCTCAACAACAACATC 
CTCCAAATCCACAACGTGCATTGTCATATACGTCTGCAAACTCATCACCACAAGTTGCATTTAGCA 
ATGCATCGCCAATTCCTTCTGTGACAAGTATTCAACAAAATGCACCGTTGACTCACGAAAATTCCG 
ACAATTCTCCATACGCTTTAAATACACCAGAAAACATTGAAGAATTACAACCAATCTCAGAATTTA 
TTTTGGGTGACGTTACTTTGCCATTAAACAGGGCCAATGAGTTACACGACAAGTTTATGACCACAC 
ATTTACCATTTTTGCCAATAATAATATCTCGATCTGCCACCGAATTGTATCATAAATCTCAATTGC 
TTTTCTGGGCCGTGATTCTTACCGCAAGCTTATCAGAACCAGAACCCAAACTTTATATGTCGTTGG 
CATCCTTAATTAAACAATTAGCAATTGAAACATGTTGGATTAAAACACCAAGATCAACTCATGTTA 
TCCAAGCCTTGATCATACTTTCAATATGGCCGTTACCTAATGAAAAAGTTTTGGATGATTGCTCTT 
ATAGATTTGTTGGATTGGCAAAGAACTTGTCATTACAATTAGGTCTACATCGTGGTGGAGAATTCA 
TTCAAGAATTTAGTCGGAATCAAGTAAGTCTAGGACCTGATGCAGAAAGGTGGAGGACTCGTTCAT 
GGTTAGCAGTTTTCTTTTGTGAACAGTTTTGGTCATCATTGTTGGGGTTGCCACCTTCAATAAACA 
CTACTGATTATTTATTAGAGAATGCTCGTGTTGATAAATCGTTGCCTAAAAATTTCCGTTGTTTGA 
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TTTCGCTATCTATTTTCCAATGCAAATTAGTTAATATTATGGGTATTAGCGTTACTAGACCAGACG 
GTTTATTGGAGCCTCTGAATCGTGCTGGTTCACTTAGTTTATTGGATAGAGAATTGGAAAGATTAA 
GATTTAAACTTCAATTTGAAGAAGGGGGGCCAATTGAAGTATATTATTTGTATATTAAATTGATGA 
TCTGCTGCTTTGCCTTTTTACCAGGTACACCTATCGAGGATCAAGTCAAGTATGTCAGTTTTGCAT 
ATTTATCAGCAACAAGAATCGTGACAATCGTTTCTAAAATGGTGAATGACATTTCATTGATTGAAT 
TGCCAATATATATCAGACAAGCAGTGACATATAGTGTTTTCATGTTGTTCAAATTACATTTGTCAA 
GATATTTGATTGACAAGTATGTGGATAGTGCTAGACAGCTGATTGTTACTGTGCATCGTTTATTTA 
GAAACACGTTGAGTTCCTGGAAAGATTTGCAAAACGATATTTCTCGAACAGCCAAAGTTCTAGAAA 
ATTTGAACATGGTGTTGTATAATTATCCTGAAATATTTTTAAATGATCTGGAAAATGAGGATTCAA 
GTATTATCACCAGAATGAGGTCACATTTGACAGCATCTTTATTCTATGATTTGGTTTGGTGTGTAC 
ATGAGGCAAGAAGACGATCAGTACTTGATAAGGGGAAAAGACAGGCTCAGCCTAACAAGAAAATCT 
TGCCCTTGCCATTTTACAACCAAATCACTAAGGATGATTTCAAGACAATTACCACGACATCACCTA 
ATGGAACTACTATTACTACATTAGTTCCAACTGATCAAGCTATGAATCAAGCAAAACTGAAATCTT 
TTGATTCCAGCAAACCACTTGAAATAAATGGTATTCCCTTACCTATGCTTGAAGCTACTGGTTCAA 
CAAGAGAAGTTTTAGATTCTTTACCCTCGCAATCTTTACCATCACAAGCACCAACTCTTCAGCAGT 
ATCCAATGCAGCAAGATCAACAACAGCAAGAACCATCACAACAACAACAACAAAAGCACCTGCAGC 
AACTGCAGCAATACCAACAACAGCAGCAATCGAATCAACAGCAACCACATCTTCAACATCAAAGAC 
AGTTTCAACAATCACCACCACCGCAATTTTCAATGATTTCTTCAACGCCGCCCCTTCAGCAACCAC 
CTTTTATTTTGGCAAACTCACCGTTACCACAAACTTATTTGCCAAAGATTGATGAAATGAATATGT 
CACCAGAAGTAAAACAAGAAAACTCTGTTGCTCCATTTGCATCTCAAATCACCAACTTTTTTGATC 
AACAAACAAGTGGATGGTTTAATAATGATAACCAAGATGACGACTTTTTGGGTTGGTTTGATGTTA 
ATATGATGCAAGAGAAATAA 

YBL066C_homolog 917aa (SEQ ID NO 290) 

MKFEKGKVRILPKPSPTPTNPQTPLPLLPAQTKPVNSKRKSAASTPGNESKKSRKSNSTASTPNSA 
TPTSVGTPPQKTSKPTGHRPVTSCTFCRQHKIKCNASDNYPNPCERCKKMGLKCEIDPEFRPRKGS 
QIQSLKSDVDELKAKIEMLTKNESLLTQALNQHNLNHASQQQQSSGSQSQQQHPPNPQRALSYTSA 
NSSPQVAFSNASPIPSVTSIQQNAPLTHENSDNSPYALNTPENIEELQPISEFILGDVTLPLNRAN 
ELHDKFMTTHLPFLPIIISRSATELYHKSQLLFWAVILTASLSEPEPKLYMSLASLIKQIiAIETCW 
IKTPRSTHVIQALIILSIWPLPNEKVLDDCSYRFVGLAKNLSLQLGLHRGGEFIQEFSRNQVSLGP 
DAERVmTRSWLAVFFCEQFWSSLLGLPPSINTTDYLLENARVDKSLPKNFRCLISLSIFQCKLVNI 
MGISVTRPDGLLEPSNRAGSLSLLDRELERLRFKLQFEEGGPIEVYYLYIKLMICCFAFLPGTPIE 
DQVKYVSFAYLSATRIVTIVSKMVNDISLIELPIYIRQAVTYSVFMLFKLHLSRYLIDKYVDSARQ 
SIVTVHRLFRNTLSSWKDLQNDISRTAKVLENLNMVLYNYPEIFLNDSENEDSSIITRMRSHLTAS 
LFYDLVWCVHEARRRSVLDKGKRQAQPNKKILPLPFYNQITKDDFKTITTTSPNGTTITTLVPTDQ 
AMNQAKSKSFDSSKPLEINGIPLPMLEATGSTREVLDSLPSQSLPSQAPTLQQYPMQQDQQQQEPS 
QQQQQKHSQQSQQYQQQQQSNQQQPHLQHQRQFQQSPPPQFSMISSTPPLQQPPFILANSPLPQTY 
LPKIDEMNMSPEVKQENSVAPFASQITNFFDQQTSGWFNNDNQDDDFLGWFDVNMMQEK 

YBL078C_homolog 908bp public: 1..908; exon 1: 417., 449, intron 1: 
450.. 533, exon 2: 534.. 908 (SEQ ID NO 291) 

TTATTATTACTATGACACACACTTACTCTCTTCTATGTCTCCGCTTACATCACACATCATACGTTT 
GAAAACACCCACCCCCTTTTTCTTATCTACAAAAAAAAAATAACAAACTCACTATAACTACTAAAC 
CTTTTTTTTTATTTATTTATTTTGTATTTTGTTATATTAATCAAACTATTATCATTCATCTATATA 
TACATCCCCATCGATTCATCTGACATAATAGTATGTATGATCATACAGAGGGAAAATCACCCTTTT 
TATTATTACCAAGGTCTCAATGATTAGTGTGGCTAGCGTCTGTTACTACTTACCCCGTGTTTGTAG 
ATAATTGCCACTCAATCTTTAATTGACCATCGACCACAAAAATAATATGGAAATAATACTAACAGA 
ACTTAGAAACATCACTCATAATGAGATCACAATTCAAAGACGAGCATCCTTTTGGTATGTATTACA 
TGATTTTTAGTCCTCTGAATCTTCTTCCGATCATCATATACTAACATTTTCGTGGGTGTTATTCTT 
TAATAGAAAAGAGACAAGCCGAGGCAGCCAGAATTGCTCAGAGGTTCAAGGATAGAGTACCAGTCA 
TCTGTGAAAAGGTTGAGAATTCCGATATCCCCGAAATTGATAAACGTAAATATTTAGTGCCAGTGG 
ATTTGACTGTTGGTCAATTTGTTTACGTTATTAGAAAAAGAATCAAGTTACCAAGCGAAAAAGCCA 
TTTTCATCTTTGTCAATGACATATTACCCCCAACCGCTGCATTAATCAGTACAATCTACGAAGAAC 
ACAAGGACGAAGATGGTTTCTTATACGTTTTATACTCTGGAGAGAATACTTTTGGCGAGAAACTAG 
CAATTGACATTTCATCATTAGATTTCAGTGATATCCCTGATTATGTTTAA 
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YBL078C_homolog 135aa (SEQ ID NO 292) 

MRSQFKDEHPFEKRQAEAARIAQRFKDRVPVICEKVENSDIPEIDKRKYLVPVDLTVGQFVYVIRK 
RIKLPSEKAIFIFVNDILPPTAALISTIYEEHKDEDGFLYVLYSGENTFGEKLAIDISSLDFSDIP 
DYV 

YBR073W_homolog 2891bp PathoSeq: 1..2891; CDS: 501.. 2888 (SEQ ID 
NO 293) 

GTGGCACATCCCAGGAAGTAGAGCATGGACAGTTCGTATGGTATTGCTGTGCATACGATACAAAAA 
AAACAGAAACGAGAAAAAAAATCGATCGTCAACCTTTATCAACTCATCTACAGCAGCAGCAAAGTT 
CGTCCCTAAATATGAGTCAAGTCCAACAGAAACCCAAATCGTTTGGTAGATTGTATACCATGTACT 
ACTTTCATTTTCCATTTGTTATGCTTACGACAACTGAAACCATGCTACTTCATACGTTTGTATTGA 
TGTTTGCCTTATTGGTTGCCTATGGGATCTACGCTTATTTGCCTTCAAGTATCATGTTTGCAATCT 
CCAGAGCATACTATTATGTTTTTGGCATGGATATTAGTACCATCAACGGTTATGCAAAGTAGCGCT 
GTCTACTTAGTTTTATAGTTTAAAAATTTGTTAATATAAACCCAAAGTTTCTAACAGGCTCTGTTT 
GCTCGACTAAAAAAGAATTTTGTCAAACGCGTATCAGAATGTTTACCCTTTTTTTTTTTACCACAG 
ATCAAATGAATGTTCGACCTAATGCTCCGTTTCGGCCTCCTAGACCAATAAAGGGGGGTGTTGCGG 
TGGTGCAGAAAGTAGTAAAACGAAAATTGCCCACTACCACCAATCCTAAACCTGCAAAGATTTTGA 
CTACCGATCCCGGCTCAACAAAATACGTGATCCAATGGAGAAAGAAAACTTCAAAGAAGAACAAAA 
CATGGGACGGTGATGGGTATGCCGTGATTAAACAGCTTGAGAATGGGGCATGCGAGATATCTATCA 
AGAACTCTGATGGCAAACCTATGGGGAAAAGAGTGTTTACTGCGACACCTAACCTTGACGACGTGA 
TTAGTGTGGGACCCTATGAATTAGAATTAGACGAAAAAGTAGGGTCTAACTCAACTCCCCAGACAG 
TGACACGTGTTACCCACCAGTTCAAAAAGGTTGCTCCTCCCACAGCTAGTAGTCGGAAACCGCTTT 
ATGACGACTGTGCCGATGCCATCGCGTTGCCTCCTCCTCCAAAAGCCAAAGATTATGTCAAAGTAA 
ATATCGATCCACATTTGGCAAAAGTGCTTCGTCCGCATCAGGTTGAAGGTGTGAAGTTTATGTATG 
AGTGTTTAATGGG6TACCGTGGGTTTGGCGGGCACGGGTGTTTGTTAGCAGATGAAATGGGGTTGG 
GGAAAACGTTGATGACAATCACTACAATCTGGACGTTGCTCAAACAAAACCCGTTTATGGAAAAAG 
GTGCAGTGGTAAATAAGGTATTGGTGGTGTGTCCTGTCACGCTTATTTCCAATTGGAGACAGGAGT 
TTAGGAAATGGTTAGGTGCTAATAAGCTAAACGTGTTGACGCTCAACAACCCAATGTCAAACGAGA 
AACAGGATATACTCAATTTTGGAAAGTTGAATGTGTACCAAGTGTTAGTGGTGAATTATGAAAAAC 
TTGTGGCACATTTTGATGAACTCTCAGCGGTCAAGTTTGATTTGTTAGTGTGT6AC6AGGGCCATC 
GTTTGAAGAATAGTGCAAATAAAGTATTGAATAATCTTATCAAGCTCAATATTCCGAAGAAAATTG 
TTTTGACGGGTACGCCGATTCAAAACGAGTTGGTAGAGTTTCACACGTTGATCTCGTTTCTCAACC 
CGGGTGTGCTTCCCGAGCTAAAATTGTTTCAGCGAAACTTTATAACACCTATATCTAGGGCCCGAG 
ATATCAACTGTTTTGACCCTGAAGTGAAGAAACGCGGTGAAGAGATATCGCAGCAGTTGATTGAAT 
TGACTCAGAGTTTTATTCTTAGACGTACACAAGCGATTTTGGCTAATTACTTGACACAGAAAACTG 
ACATTTTGTTGTTTGTTCCACCTACATCGTTGCAGCTCAAGTTGTTCGACTATATAACCAACTTGA 
AGAAATTTAATCAGTTTGAGGCATTTACCATGATCAATTTGTTTAAAAAGATTTGCAATTCCCCTT 
CGTTGTTGGCCGACGACGAGTTATTTAAAAAGATTGTTGAAGAAAAGTTTAATTTGGGGATGGCAT 
CCGGTAAAATAAACATTCTTGTGCCGTTGCTATTGGAAATTGCTTCGCTTGGGGAAAAGATTGTCT 
TAATTTCCAACTACACCAAGACTTTGGACTTGTTGGAACAGGTTTTGCGCAAGGTCAGCCTAACAT 
TTTCGAGATTAGATGGGTCGACCCCCAACAATGTGCGTAGCAAGTTGGTTAATCAGTTTAACACGA 
ACCCCGACATAAACGTATTTTTATTGTCGTCGAAATCTGGCGGGATGGGGATCAACTTGGTCGGGG 
CTTCGAGGTTGATTTTGTTTGACAATGACTGGAACCCAGCGACCGATTTGCAATCGATGTCGCGAA 
TTCACAGAGACGGACAATTGAAACCGTGTTTCATTTATAGGCTATTCACCACGGGGTGTATTGACG 
AGAAAATCTTTCAGCGACAGCTCGTGAAGAACAAATTGAGTTCCAAGTTTTTGGACAATGACGCCA 
CGTCCAAATCTGATGTGTTTGACAATGATGATTTGAAGAATATTTTTGAGATAGATACATCGACAA 
TATCCAATACTCATGATTTATTAGAGTGTGTGTGTGAGGGCGACGGGTCGATGTTGAGTCAGCCAA 
CCATAGAGGAAAGCGAACCACCCCCAAAACAAGCATGGGTTACTGCATTAGAGCTTAAGAAGAAGA 
TTGACGATGGTGAGGCGCTAAAGAGGACGGCTGTTAAATTTGCCTTGAACGATTATCGACACTACA 
ATCCAGAGGTGAACCGTAATTTGGATTTTGATTCTGCGCTACACCGAATTGCTAACAATTCAAGCT 
ATGAAAATAAGCAATTGCCAATTACATTTATAATGCTGAGAGTAACTAATTAA 

YBR073W_homolog 796aa (SEQ ID NO 294) 

MFTLFFFTTDQMNVRPNAPFRPPRPIKGGVAWQKWKRKLPTTTNPKPAKILTTDPGSTKYVIQW 
RKKTSKKNKTWDGDGYAVIKQLENGACEISIKNSDGKPMGKRVFTATPNLDDVISVGPYELELDEK 
VGSNSTPQTVTRVTHQFKKVAPPTASSRKPLYDDCADAIALPPPPKAKDYVKVNIDPHLAKVLRPH 
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qvegvkfmyeclmgyrgfgghgcllademglgktlmtittiwtllkqnpfmekgawnkvlwcpv 
tlisimrqefrkwlganklnvltlnnpmsnekqdilnfgklnvyqvlvvnyeklvahfdelsavkf 
dllvcdeghrlknsankvlnwliklnipkkivltgtpiqnelvefhtlisflnpgvlpelklfqrn 
fitpisrardincfdpevkkrgeeisqqlieltqsfilrrtqailanyltqktdillfvpptslql 
klfdyitnlkkfnqfeaftminlfkkicnspslladdelfkkiveekfnlgmasgkinilvpllle 
iaslgekivlisnytktldlleqvlrkvsltf;srldgstpnnvrsklvnqfntnpdinvfllssks 
ggmginlvgasrlilfdndwnpatdlqsmsrihrdgqlkpcfiyrlfttgcidekifqrqlvknkl 
sskfldndatsksdvfdnddlknifeidtstisnthdllecvcegdgsmlsqptieesepppkqaw 
vtalelkkkiddgealkrtavkfalndyrhynpevnrnldfdsalhriannssyenkqlpitfims 

RVTN 

YBR086C_homolog 2643bp PathoSeq: 1..2643; CDS: 501..>2643 (SEQ ID 
NO 295) 

AAAGAATTTCAAATTTAGTTTTAGGTGATAATTATCGTTCGTCCTTTCCTAACCTACCAATTTTGA 
CTTTGTGTACTCATACGATGGTTGTTATTAGTTAAAGTTGCTTTGCTTTGCTTTTCAATTTCAATT 
TCACAATTGAATTTCAGAATAGAATTAGTTTCACCTTTTCTTACAATCGGCTAAGATTTTTTTTCA 
TTCTTCTAATTTAGTTTACAGAATAGAAAGAATAGTTTGCTTGTTTGCTCATATTTACAATCAATT 
GGTTATTGGTGTTTATTATTTTTTTTTGGTTCCTCTTTTTACCCCCCCTTCCGTCTAATTGAGTTA 
TTGTTTGGAATAATTTATTACTTATTCAATATATTTTTTTTCTTCCTTCCCTTCTTCAACTTCTTC 
TTTATACATTTCAATCAACCTTCCAACAATCCTATAATTACTTACTTACCTTCTTCAATTGGATTA 
ATTGGATTTGAATTGTTACAATTGAATACTTCAACGAGATGACTTTACCAATTCAGGATTTAGAAC 
CTGATTATTATATTTCCGTCAATTATCCTACCACCGATAATGGATCACCAACCCCACAAGCTGAAA 
AATCATTGAAAACATTAATTGATTTATTATACGATAAAGGGTTTGCCGCCCAAATTA6ACCTGGTG 
ATTTAGACCATTTGTTAGTCTTTGTTAAATTGTCTTCATACAAGTTTTCTGAAGAAGCTGAAAAAG 
ATTTAATTAAAAATTATGAATTTGGTGTCACGGGTAAAGATGACGTGTTAGCTTCTAAACTTAGAA 
TTATTTATCAATACTTAACTTATCCACAATCAGTTGGTGGATGTGGTATTACTCCTAATTCTGGGG 
ATTGGAAATTTGTCACCAGTATTGTTCCAATTACTAATGCCTTTAATGAAACCACTTTAGTTGAAG 
ATTTAAAAATTAATGTTACTCAACCAAATTTATCAATTGCCACTATCAAAAAGACATATGGAGTTG 
AAGTTGCTCTTTATTTTGAATATATAAAACATTACACTTTTTGGTTATTATTGCTTTCTATTATTG 
GTCTTGTATCTCATTTTAGAAAAGATAAACGATTCCTGTTAACTTTTGCCTTTATCAATTTGCTTT 
GGGGGGTTTTATTCCTTGCATCATGGCATAGAAGAGAACAACATTTGGTTAATGTATGGGGTGTTC 
AAAATAGTCATTTAATTGAAGAACATAATTCCGAATTGGCTAAAGTCAATGAAAGATATGAAGAAA 
AATCAACTTATTTCCATGCAAATAATACCAATGGATTCAGATTTTTAAAACAATTGGCATTTATCC 
CCATTGCCTTGGTGTTTGTTGGTGTTTTGATTAGTTATCAATTGAGTTGTTTCTGTATTGAAATCT 
TTTTAACCGATATTTATGATGGCCCCGGGAAATCTTTATTGACTTTATTACCAACGGTTTTAATCA 
GTGTATTTGTGCCAATTTTGACCATTGTTTATAATGCTGTCACGGATATTATTATTAAATGGGAAA 
ATCATGATAACCAATATA6CAAAAATAATTCTATTCTTGTTAAAACCTTTGTGTTGAATTTCTTGA 
CTGGTTATGTTCCATTAATCATCACTTCATTCATATATTTACCATTTGCTCATTTGGTGCAACCTC 
ATTTAGGTGATATTAAAACCACTATTGCCACATATGCTGGTGAAAATAGATTCTACACCAAATACT 
TGTTGAAATTAAAGAGTCAAGAAGAATTTAAAATCAATCAAGGTAGATTAGATGCTCAATTCTTTT 
ATTTCATTGTCACAAATCAAGTTATACAATTGGTATTGAAATATATTCTCCCATTGGGTTTAAGAT 
TTGTATTTAATTTTATTGAAACGAAAATTCAGAAGAAACCTCAATTACAAACTAAAGATGATAACC 
CTGATGAATCTATTTGGTTACATAATGTCAGATTATCGTTGAAACTTCCTGAATATAATGTTGATG 
ATGATTTTAGAGGATTAGTTTTACAATTTGGATATTTGATAATGTTTGGTCCAGTTTGGCCATTGG 
CACCATTGGTTTGTATTATTTTCAATTTAATTTTTTTCAAGTTGGATAATTTTAAATTATTGAATG 
GTAAATATTTCAAACCACCAGTTCCAAGAAGAGTTGATTCTATTCATCCATGGAATTTAGCCCTTT 
TCTTGTTAGCATGGATTGGATCAATTATTTCCCCCGTGGTCACGGCATTTTACCGTCATGGTACTG 
CTCCACCAAAATCTATGGGTCAATTTGCCCTTGATAAAGCTAGTGTTCATGTTTCATCCTCAGTTT 
TCTTGGTTTTATTAATGTTTGTTTCAGAACATGGATTTTTGATTTTGAGTTATCTTTTATTTGAAT 
TCTCTTCTTTGTTCAAGAGTCAAGTTGAATGGGAAAATGATTTTGTTGATAATGATATTAAATTGA 
GACATGATTATTATTCTGGGAAAGTAAAACCAACTTATAAAGTCCACTCGGATGAGTTGTGGGAGA 
AGTTTACCCCACAATCAACTTTGAATTTCACTGGTCCTAAACCAACCGCAGAAACTGATGATAAAG 
TTGAAAAAATTGCTTCTACCGAAGATGCTTATCTGACTTCTGCAGAAAAATCTACTACTACTGCTA 
CTT 

YBR086C_homolog 714aa (SEQ ID NO 296) 
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MTLPIQDLEPDYYISVNYPTTDNGSPTPQAEKSLKTLIDLLYDKGFAAQIRPGDLDHLLVFVKLSS 
YKFSEEAEKDLIKNYEFGVTGKDDVLASKLRIIYQYLTYPQSVGGCGITPNSGDWKFVTSIVPITN 
AFNETTLVEDLKINVTQPNLSIATIKKTYGVEVALYFEYIKHYTFWLLLLSIIGLVSHFRKDKRFS 
LTFAFINLLWGVLFLASWHRREQHLVNVWGVQNSHLIEEHNSELAKVNERYEEKSTYFHANNTNGF 
RFLKQLAFIPIALVFVGVLISYQLSCFCIEIFLTDIYDGPGKSLLTLLPTVLISVFVPILTIVYNA 
VTDIIIKWENHDNQYSKNNSILVKTFVLNFLTGYVPLIITSFIYLPFAHLVQPHLGDIKTTIATYA 
GENRFYTKYLLKLKSQEEFKINQGRLDAQFFYFIVTNQVIQLVLKYILPLGLRFVFNFIETKIQKK 
PQLQTKDDNPDESIWLHNVRLSLKLPEYNVDDDFRGLVLQFGYLIMFGPVWPLAPLVCIIFNLIFF 
KLDNFKLLNGKYFKPPVPRRVDSIHPWNLALFLLAWIGSIISPWTAFYRHGTAPPKSMGQFALDK 
ASVHVSSSVFLVLLMFVSEHGFLILSYLLFEFSSLFKSQVEWENDFVDNDIKLRHDYYSGKVKPTY 
KVHSDELWEKFTPQSTLNFTGPKPTAETDDKVEKIASTEDAYSTSAEKSTTTAT 

YBR093C_homolog_l 1784bp public: 1..607, PathoSeg: 608.. 1784; CDS: 
399.1781 (SEQ ID NO 297) 

CGGTAATTATGTCACAAAAACAAACAATCAACATATTAAATCGTTATCCCAACTTTGTCAGTTTTA 
CTAACACCTTTTATTTTGTGTTATACAAATTGCACAATCAATTACTATAACTTTTTTTTGAAACGT 
GGGCTCTGTTTAGTTTAACTTCTTGTAGTTTTATTATTCCGATTGGGTTAGCTCAATAACTGCATT 
TCGTACAATAATGTTAATTCAATTCTAAATTCCGATGAACCGAACACACAAAAAACATCCAGTTCT 
GGAGAGATTTTTCAAAACTTCTATTATAAATAGAACCCTATAAGTCCATAATAATTCAATTGAAGG 
ATTATTTTCTTTTCCCTTTTCTGATTACTTTCACCAATTTTCTTCTCTCCAAAAAAAACACCTTCT 
TCATGGTTTCTGTTTCTAAATTAATCAATAACGGGTTGTTATTAACTAGTCAAAGTGTTTTCCAAG 
ATGTTGCTACTCCGCAACAAGCTTCTGTGCAACAATACAATATACTCAATTTTCTTGGCGGTAGTG 
CCCCTTATATTCAAAGAAACGGATATGGGATTTCTACTGATATCCCTGCTGGTTGTGAAATTGCTC 
AAATTCAATTGTATTCAAGACATGGTGAAAGATACCCAAGTAAAAGTAATGGTAAAAGTTTAGAAG 
CAATTTATGCTAAATTTGAAAACTACAAAGGTACTTTTAAAGGTGATTTGTCATTCTTAAATGATT 
ACACTTATTTTGTCAAAGACCAGAGTAACTATGCTAAGGAAACTAGCCCAAAAAATTCTGAAGGAA 
CCTATGCCGGTACAACCAATGCCTTGCGTCATGGTGCTGCGTTTAGAGCCAAATATGGATCCTTAT 
ACAAGGAAAACTCAACTTTACCAATCTTCACATCCAATTCTAACAGAGTACATGAAACTTCAAAGT 
ATTTCGCTAGAGGGTTTTTAGGTGATGATTATGAAGAAGGTAAAACTGTCAAGTTTAACATCATCT 
CTGAAGATGCTGATCTTGGTGCCAATAGTTTGACTCCTAGAAGTGCATGTTCCAAGAACAAAGAAC 
TGAGCAGTAGTACTGCCAAAAAATATAACACAACATATTTAAATGCTATTGCTGAAAGATTAGTTA 
AACCAAACCCAGGTTTGAATTTGACTACAAGTGATGTCAACAATTTATTCAGTTGGTGTGCTTATG 
AAATCAACGTCAGAGGAAGTTCACCATTCTGTGATTTATTCACCAATGAAGAATTCATTAAGAACT 
CTTATGGTAACGATCTTTCCAAATATTATTCTAATGGTGCTGGTAATAATTACACCAGAATCATTG 
GTTCAGTGATTTTGAATTCATCCTTGGAACTTTTGAAGGACACT7UVGAACTCTAATCAAGTATGGT 
TATCATTTGCTCATGATACTGATTTGGAAATTTTCCATTCTGCTTTAGGATTATTGGAACCAGCTG 
AAGATTTACCAACATCTTACATCCCATTCCCTAACCCATACGTCCATTCTTCTATTGTTCCACAAG 
GTGCCAGAATATACACAGAAAAACTTCAATGTGGAAACGATGCTTATGTTAGATACATTATCAACG 
ATGCTGTCGTGCCAATTCCAAAATGTGCTACTGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTG 
AAAATTTCGTTAAAGAAAGAATTGGAGATGTTGACTTTGTTAAACAATGTGGTGTCAATAGTACCT 
ACCCATCTGAGCTTACTTTCTACTGGGATTATAAAAATGTCACTTACAGTGCTCCTTTAGAATTGT 
AA 

YBR093C_hoinolog_l 461aa (SEQ ID NO 298) 

MVSVSKLINNGLLLTSQSVFQDVATPQQASVQQYNILNFLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGERYPSKSNGKSLEAIYAKFENYKGTFKGDLSFLNDYTYFVKDQSNYAKETSPKNSEGT 

YAGTTNALRHGAAFRAKYGSLYKENSTLPIFTSNSNRVHETSKYFARGFLGDDYEEGKTVKFNIIS 
EDADLGANSLTPRSACSKNKESSSSTAKKYNTTYLNAIAERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKNSYGNDLSKYYSNGAGNNYTRIIGSVILNSSLELLKDTKNSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AWPIPKCATGPGFSCKLDDFENFVKERIGDVDFVKQCGVNSTYPSELTFYWDYKNVTYSAPLEL 

YBR093C_homolog_2 1871bp public: 1..1752, PathoSeq: 1753.. 1871; 
CDS: 501.. 1868 (SEQ ID NO 299) 

GAGTTTTATGGGATTGGGTTTTTCAATTAAAGACTCTTCGTGATAATGCAATACCAAAACCAAAAT 
TTATTTAACGATGCAATAATTATTTCAATGTGAGCTATCCATGAATCAGTGAGAATCTTTATTATG 
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GAAGAAATTGGTCAAAATTTGACAATGTTTAGTAACTTTATATCTTGGTGTTGGGATGGTGCCACA 
AATGGAGATTGTTGAGTGTACATGAAAAATACGTAGTTAAATTTTGTTTCTTGTTTTTATTATTTA 
GCCACTTTTTTATCCGATTCTTCATATTACCTTTGGTAAAGTGATAAGATTAATATCATATTAGTA 
AAACACCCCCAATGATGAAT6TTTGTATTTATAGCCAGACTATAAAAATTACGGGGATTTAATTCG 
CGACTCACCCACGTTCTCACACAGTATGTGCTTTTTTCATAAGTATGATTTGAACCCTAAAATATC 
AACTTTCATAATAAACATAATTCTTTCCAGACAACTAAATGGTTGGTTTATCACGAGTACTTAATG 
CTGGGTTTATTCTAAGTGGACAATCTGTTTTCCAGGATGTTGCTGCCCCACATCAAGCATCAATTG 
AACAATATAATATTGTCAAGTACCTTGGTGGCAGCGGTCCATATATTCAAAATTCAGGGTATGGGA 
TTTCTACTGATATACCAGAAAAATGCACTATTGAACAAGTTCAAATGATTAGTAGACATGGTGAGC 
GATTTCCTAGTAAAGGAGATGGGAAATACTTTAATTCAGTGATGGAAGTTTTCAAGAGATATGCSTG 
AATTTCATGGAGATTTATCTTTTTTAAATGACTATGAGTATTTCGTTACTAATCCAGATTATTATG 
AAAAGGAGACTACTCCTAAAAACTCAAAAGGTCCATATTTTGGAACTACAAATTTATTACGACATG 
GAGCTTATTTTAGAAAAAGATATCAATCACTATTTGACCAAAAGGAGAAGCTTGTTGTGTTTACTA 
GTAATTCTGGAAGGTGTTATCAAAGTGGTGTCTATTTCGCTCGAGGATTTTTAGGAGATGATTACT 
CAGAAGATACAGTTGAATTTGTTGTTGTTGATGAAGACAAAAAAATGGGTGGTAATTCATTGACAC 
CAAGATACGCTTGTAAAACTTTGAATCAAGATTTACACAAAGATTTGGTGAATCAGTACGATAAGA 
CTTATTTGGACGATATTTTATCTAGATGGCTAGTAGACAATCCTGGATTAGATTTAAGTGCAGATC 
AGGTCTCGTCATTATTTCTTTGGTGTGCCTTTGAGATTAACGTTAGGGGGTATTCTCCATTCTGCA 
ATCTATTTACAAAAGATGAATTTATCAGAAGTGGGTACCGAAACGATGTTGGTAATTACTATCAAA 
CTGGTCCAGGTAATAATATGACAAAGGTAATTGGCTCACCTATGGTGGAAGCGTCGTTGAAAATGC 
TTCAAGAAGATTCAAAAATTTGGTTGACATTTACCCATGATACTGATATTGAGATGTATTTGACAT 
CTTTGGGATTGATTGTTCCACCAGGGGATTTGCCCGTTGATCGAGTACCATTTCCCAATCCATATA 
ATGCAGCAGAATTTTTCCCTCAAGGTGCTAGAACTTACACTGAAAAATTGAAATGTGGTGAAAAGC 
AATATGTTAGATTTATTGTGAATGATGCAGTTTATCCATATCCGGATTGTAGTGGAGGTCCTGGGT 
TTACTTGTGAATTGAATGATTTTATCAAATTAGTTAAAAGTCGTTTACATGATGTTGACTATAAGC 
TTCAATGTGAAGTGGACGGACCAGCGGAATTGACATTTTATTGGGATTATAAAGACAGAAAGTATA 
ATGCGCCGTTAATAGATCAGTAA 

YBR093C_homolog_2 456aa (SEQ ID NO 300) 

MVGLSRVLNAGFILSGQSVFQDVAAPHQASIEQYNIVKYLGGSGPYIQNSGYGISTDIPEKCTIEQ 
VQMISRHGERFPSKGDGKYFNSVMEVFKRYGEFHGDLSFLNDYEYFVTNPDYYEKETTPKNSKGPY 
FGTTNLLRHGAYFRKRYQSLFDQKEKLWFTSNSGRCYQSGVYFARGFLGDDYSEDTVEFVWDED 
KKMGGNSLTPRYACKTLNQDLHKDLVNQYDKTYLDDILSRWLVDNPGLDLSADQVSSLFLWCAFEI 
NVRGYSPFCNLFTKDEFIRSGYRNDVGNYYQTGPGNNI^KVIGSPIWEASLKMLQEDSKIWLTFTH 
DTDIEMYLTSLGLIVPPGDLPVDRVPFPNPYNAAEFFPQGARTYTEKLKCGEKQYVRFIVNDAVYP 
YPDCSGGPGFTCELNDFIKLVKSRLHDVDYKLQCEVDGPAELTFYWDYKDRKYNAPLIDQ 

YBR093C_homolog_3 1888bp PathoSeq: 1..1656, public: 1657.. 1888; 
CDS: 500.. 1885 (SEQ ID NO 301) 

TGTAGTATAAATAAGGGTATGAAATACCAACATCCCAGAATATCAACGAGATAGAAGAGAGGAGTT 
TCAATATATATCTTGTGAATAATAACTTCGTTCTAATTCACTATACACAACTAGACGTGTACACGC 
TCAATCTCAGGTAAAGAAAGTTTATATTCCATCACTATATAACAACAATCAGGCTTTGCAAAAAAA 
CATTTAAAACTAATACTGGTAATATGGAAATATAACGCCTCGTAGTTCTACGCACGTGGCATCCTT 
TATCTATTTATTCAATTTACCCCTAATTTATGAATTAGCTTAATAAGAGCAGTCAAATTAACACGG 
CTCAATTAATAGTACTTAATAATATGAAGCCGATCAATTAACCGATCCTTTGAATAATTTGAAAAT 
AAAATAAAGTAATATAAATAGGTATGCATTTTCCCTACATTTATTTCCTCTTTCTATTTTAATTTG 
TTTCCTAAACAGCAACAACAACAATTGAAATTCAAAAATGGTTTCTGTTTCTAAATTATTGAACAA 
TGGATTGTTATTAGCTGGTCAAAGTGTCTTCCAAGATGTTGCTACTCCACAGCAAGCTTCTGTGCA 
ACAATATAACATCGTCAATTCTCTTGGCGGTAGTGCCCCTTATATTCAAAGAAACGGATATGGGAT 
TTCTACTGATATCCCTGCTGGTTGTGAAATTGCTCAAATTCAATTGTATTCAAGACATGGTGAAAG 
ATACCCAAGTAAAAGTAATGGTAAAAGTTTAGAAGCAATTTATGCTAAATTTGAAAACTACAAAGG 
TACTTTTAAAGGTGATTTGGCTTTCTTAAATGATTATACTTATTTTGTTACTGATAAAAACAATTA 
CGAAAAGGAAACTAGCCCAAAAAATTCTGAAGGAACCTATGCCGGTACAACCAATGCCTTGCGTCA 
CGGTGCTGCGTTTAGAGCCAAATATGGATCCTTATACAAGGAAAATTCAACATTACCAGTTTTCTC 
TTCCAATTCAGGTAGATGTTACCAAACTTCAAGATATTTTGCTAGAGGATTTTTAGGTGATGACTT 
TAAAGAAGGTAAAACTGTCAAGTTTAACATCATTTCTGAAGATGCTGATGTTGGTGCCAATAGTTT 
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GACTCCAAGAAGTGCATGTTCCAAGAACAAAGAACGGAGCAGTAGTACTGCCAAAAAATATAACAC 
AACATATTTAAATGCTATCACTGAAAGATTAGTTAAACCAAACCCAGGTTTGAATTTGACTACAAG 
TGATGTCAACAATTTATTCAGTTGGTGTGCTTATGAAATCAACGTCAGAGGAAGTTCACCATTCTG 
TGATTTATTCACCAATGAAGAGTTTATCAAATATTCTTATGGTAATGACCTTTCCAACTATTATTC 
TAATGGTGCTGGTAACAATTACACCAGAATCATTGGTTeAGTGATTTTAAATTCTTCTTTAGAACT 
TTTAAAAGACACTAAAAACTCTAATCAAGTATGGTTATCATTTGCTCATGATACTGATTTAGAAAT 
TTTCCATTCTGCTTTAGGATTATTGGAACCAGCTGAAGATTTACCAACATCTTACATCCCATTCCC 
TAACCCATACGTCCATTCTTCTATTGTTCCACAAGGTGCCAGAATATACACAGAAAAACTTCAATG 
TGGAAACGATGCTTATGTTAGATACATTATCAACGATGCTGTCGTGCCAATTCCAAAATGTGCTAC 
TGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTGAAAATTTCGTTAAAGAAAGAATTGGAGATGT 
TGACTTTGTTAAACAATGTGGTGTCAATAGTACCTACCCATCTGAGCTTACTTTCTACTGGGATTA 
TAAAAATGTCACTTACAATGCTCCTTTAGGTGATTTTTAA 

YBR093C_homolog_3 462aa (SEQ ID NO 302) 

MVSVSKLLNNGLLLAGQSVFQDVATPQQASVQQYNIVNSLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGERYPSKSNGKSLEAIYAKFENYKGTFKGDLAFLNDYTYFVTDKNNYEKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPVFSSNSGRCYQTSRYFARGFLGDDFKEGKTVKFNIIS 
EDADVGANSLTPRSACSKNKERSSSTAKKYNTTYLNAITERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKYSYGNDLSNYYSNGAGNNYTRIIGSVILNSSLELLKDTKNSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AVVPIPKCATGPGFSCKLDDFENFVKERIGDVDFVKQCGVNSTYPSELTFYWDYKNVTYNAPLGDF 

YBR093C_homolog_4 1885bp PAthoSeq: 1 .. 102/1038 .. 1062/1078 .. 1886, 
public: 103. .1037/1063. .1077; CDS: 501. .1883 (SEQ ID NO 303) 
ACTACTTAAATTGGCATATCCAAACAAACTTGAAGTAGGAGTTTCCTTATTTTTATTTTGTATTTA 

TATATTTGATTGCGATTAATGTCATAAATTTTAGTTCGGTAATTATGTCACAAAAACAAACAATCA 
ACATATTAAATCGTTATCCCAACTTTGTCAGTTTTACTAACACCTTTTATTTTGTGTTATACAAAT 
TGCACAATCAATTACTATAACTTTTTTTTGAAACGTGGGCTCTGTTTAGTTTAACTTCTTGTAGTT 
TTATTATTCCGATTGGGTTAGCTCAATAACTGCATTTCGTACAATAATGTTAATTCAATTCTAAAT 
TCCGATGAACCGAACACACAAAAAACATCCAGTTCTGGAGAGATTTTTCAAAACTTCTATTATAAA 
TAGAACCCTATAAGTCCATAATAATTCAATTGAAGGATTATTTTCTTTTCCCTTTTCTGATTACTT 
TCACCAATTTTCTTCTCTCCAAAAAAAACACCTTCTTCATGGTTTCTGTTTCTAAATTAATCAATA 
ACGGGTTGTTATTAACTAGTCAAAGTGTTTTCCAAGATGTTGCTACTCCGCAACAAGCTTCTGTGC 
AACAATACAATATACTCAATTTTCTTGGCGGTAGTGCCCCTTATATTCAAAGAAACGGATATGGGA 
TTTCTACTGATATCCCTGCTGGTTGTGAAATTGCTCAAATTCAATTGTACTCAAGACATGGTGAAA 
GATTCCCAACAGCAAGTAGTGGGAAAGATTATGAGAAAATTTATGCTAAATTTAAAAACTACAATG 
GTACATTCAAAGGTGATTTGTCATTCTTAAATGATTACACTTATTTTGTCAAAGACCAGAGTAACT 
ATGCTAAGGAAACTAGCCCAAAAAATTCTGAAGGAACCTATGCCGGTACAACCAATGCCTTGCGTC 
ATGGTGCTGCGTTTAGAGCCAAATATGGATCCTTATACAAGGAAAACTCAACTTTACCAATCTTCA 
CATCCAATTCTAACAGAGTACATGAAACTTCAAAGTATTTCGCTAGAGGGTTTTTAGGTGATGATT 
ATGAAGAAGGTAAAACTGTCAAGTTTAACATCATCTCTGAAGATGCTGATCTTGGTGCCAATAGTT 
TGACTCCTAGAAGTGCATGTTCCAAGAACAAAGAACTGAGCAGTAGTACTGCCAAAAAATATAACA 
CAACATATTTAAATGCTATTGCTGAAAGATTAGTTAAACCAAACCCAGGTTTGAATTTGACTACAA 
GTGATGTCAACAATTTATTCAGTTGGTGTGCTTATGAAATCAACGTCAGAGGAAGTTCACCATTCT 
GTGATTTATTCACCAATGAAGAATTCATTAAGAACTCTTATGGTAATGATCTTTCCAAATATTATT 
CTAATGGTGCTGGTAATAATTACACCAGAATCATTGGTTCAGTGATTTTGAATTCATCCTTGGAAC 
TTTTAAAAGACACCGAGAACTCTAATCAAGTATGGTTATCATTTGCTCATGATACTGATTTAGAAA 
TTTTCCATTCTGCTTTAGGATTATTGGAACCAGCTGAAGATTTACCAACATCTTACATCCCATTCC 
CTAACCCATACGTCCATTCTTCTATTGTTCCACAAGGTGCCAGAATATACACAGAAAAACTTCAAT 
GTGGAAACGATGCTTATGTTAGATACATTATCAACGATGCTGTCGTGCCAATTCCAAAATGTGCTA 
CTGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTGAAAATTTCGTTAAAGAAAGAATTGGAGATG 
TTGACTTTATTAAACAATGTGGTGTCAATAGTACCTACCCATCTGAGCTTACTTTCTACTGGGATT 
ATAAAAATGTCACTTACAATGCTCCTTTAGAATTGTAA 

YBR093C_homolog_4 461aa (SEQ ID NO 304) 
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MVSVSKLINNGLLLTSQSVFQDVATPQQASVQQYNILNFLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGERFPTASSGKDYEKIYAKFKNYNGTFKGDLSFLNDYTYFVKDQSNYAKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPIFTSNSNRVHETSKYFARGFLGDDYEEGKTVKFNIIS 
EDADLGANSLTPRSACSKNKESSSSTAKKYNTTYLNAIAERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKNSYGNDLSKYYSNGAGNNYTRIIGSVI]J!JSSLELLKDTENSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AVVPIPKCATGPGFSCKLDDFENFVKERIGDVDFIKQCGWSTYPSELTFYTOYKNVTYNAPLEL 

YBR181C_YPL090C_homolog 163 5bp public: 1..938, PathoSeq: 

939.. 1635; exon 1: 500.. 505, intron 1: 506,. 930, exon 2: 931.. 1632 

(SEQ ID NO 305) 

ATATATATATATTTATGTATTTTTTTATTGTTGTTCAGGAATTTTAAACATGTTCATGAATAATGA 
TAATCTATGAACAAATTAAAGAACTCTTTGGTTTCATTTGCAACCAATGTGCGTGACTTAGGGCTA 
TAGCCCTACTTTTACTTGTACGATACTGCATATTTTGTTGTTGTGCGAATAGTTAGCGTAATAATC 
TTTTTTTTTGTGTGTGTGCGGTTTACTTACTCTTCTTCTCTTCGCACATATTTTATTAGAGCTTAC 
AGTTGTTTGTATAGTGAGAGTTTCACTAACACAAAGCTTCAACAATACTAACAAATTTTCGCACGC 
TGTGGAAGGAGAAACTTACACTGTACACTACACTACACTGTACACTATACACCACCAACAGAAAAA 
AAAAATTATCA/^TTTTCAACCTTGAGAGAAAAAAAAAAGTGGAAAAAAAACTTCTTCTTACATTT 
AGTTAATTTTCAGACAGGCACAAAGGAATTAATCACCATGAAGGTATGTGATTGAATATAACCTAT 
ATCAGTGATTATAATTAGAGTCTTTATTTGGATATTGCAATAATTGGATAATAAAGAAAGAGCATA 
AGAGTAGGAGTTTTAAACAGGATAATTGGATTCAATAAGAGGAAAAATTTTTTATCGTCGTGATTA 
TAACAAATACAAAGAAATTAAGCAATGAAGTGATATAAGCAAATGAAGGACTAGTTTATTAGGGGT 
GACATTTTTAGACTACGTAAAAGTACTTTCGATTCAAGGAAAACCAAATTTTAGTATCTATCAACA 
AACTACAAATCAATTTAGTTAACTTCAATAATGACAATAATTTTAATCACTGAAAACAATAAACAT 
GCAAACAAGCAAAACTAGTCAAGCTTTACGAATCAGTCAATACTAACAATACTTTTTTTTGTTTCA 
TTTTAGTTAAACATCTCATATCCAGCCAACGGTACTCAAAAATCTATGGATATCGATGATGACACA 
AAATTACGTGTTTCTACGGAAAAAAGAATGGGTCAAGAAGTTGAAGGTGACTCAGTTGGAGATGAA 
TTCAAAGGTTACATCTTCAAAATCACTGGTGGTAACGATAAACAAGGTGTCCCAATGAAACAAGGT 
GTTATGCACCCAACCAGAGTTAGATTATTATTATCTAAAGGTCACTCTTGTTACAGACCAAGAAGA 
ACTGGTGAAAGAAAAAGAAAATCCGTTAGAGGTTGTATTGTTGCTCAAGATTTGTCAGTTTTGGCT 
TTGTCTATTGTTAAACAAGGTGACAATGAAATTGAAGGATTAACT6ACACCACTGTTCCAAAAAGA 
TTAGGTCCAAAGAGAGCTAACCACATTAGAAAATTCTTTGGTTTAACTAAAGAAGATGATGTTAGA 
GATTTCGTTGTTAGAAGAGAAGTTACTAAAGGTGACAAAACTTACACCAAAGCTCCAAAGATTCAA 
AGATTAGTTACTCCACAAACTTTACAAAGAAAGAGAGCTTTGAAAGCTAAAAAAGTCAAGAATGCT 
CAACAACAAAGAGATGCTGCTGCTGAATACGCTCAATTGTTGGCTAAGAGATTGCATGAAAGAAAA 
GAAGAAAGAGCTGAAATTAAAAAGAAGAGAGCTGAATCTTTAAAGAACTAA 

YBR181C_YPL090C_homolog 236aa (SEQ ID NO 306) 

MKLNISYPANGTQKSMDIDDDTKLRVSTEKRMGQEVEGDSVGDEFKGYIFKITGGNDKQGVPMKQG 

VMHPTRVRLLLSKGHSCYRPRRTGERKRKSVRGCIVAQDLSVLALSIVKQGDNEIEGLTDTTVPKR 
LGPKRANHIRKFFGLTKEDDVRDFWRREVTKGDKTYTKAPKIQRLVTPQTLQRKRALKAKKVKNA 
QQQRDAAAEYAQLLAKRLHERKEERAEIKKKRAESLKN 

YCL016C_homolog 1520bp public: 1. .1079/1081. .1520, PathoSeq: 1080; 
CDS 501.. 1517 (SEQ ID NO 307) 

GTGACGAGAACTTCTGTCATCTCGAGTCTGCCAACTGCCTCTAACAGCAACAACAATAAGAACAAT 

GATAACGGAGGAGGATTATCCCATACAAACAGAATAGTTGTTGGTGTAGTTGTTGGGGTTGGTGGT 
TCTATATTAATTGGTTTGTTGGCCGTTTTATTTTACTTGAGAAAGAGAAACAACCGTGATTATGAA 
GGTGGATGGACTTTCTGGAGAAAGAATGAGAAATTGGGAAGTGATGAGTTCTTCAATGGTGAATTG 
GGTGTCAGAGACAGAAATATTAATCAAGGATCAAATTTTTAAACAAGGCTTATTTTGGATGAGGGT 
GGTTTTTTTTATAAGTATTTTGTAGTTGAATTTAAAATTTTGTACCTTAAAGTCTTTTAATTTAAT 
TTTAATAAAAAGTGGTGATTTGGCAAACTTCAAGAGTATATTTGGTGAAAAAAAAAAAAAAATTTG 
GAACTGAACGCGTCTAACATCTTATACCTCTAAGCAAAATGTCAGAGTACTCTGTGTATCAACAGT 
TGAATGAAGATACAAACGCAACTAAATATACTTATAAATTACTACAGCTACCATCAAAGATACTAA 
ATCAACTTGAATCCAAGTCAACTAACTTGTATATAAAATCTGATATCAATTCCCTAGCATTATGCA 
CTGATTCAGAAACTTTCAAGTTACGACAAATGAACCATTCCAATACAGTCTTGCTATTGAACAAAG 
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AACCTGACAACAAGTTAATTGGGTTTCAGAAAACCAGTTATGAATATGAGTTGACAGAAATCAAAG 
GTTCGATCGATACGTCCGATATCCCTATTTTCAACGGACAAACAGCACAGCAACCTATTGATTTGA 
TAGCATTGGAAGATAATTCGATTTGTTCACATCAAGAGTTTTTATCGAATTGGTATGAGTTGGGAG 
GTTGTGAAATTGATAATGGAGCATATATAATGAGTGCAGATATTATTACTGAACTATTATATCTAT 
TAATCACCAAATTGATGAGTTTACAAGTGCACGAGTTTTCTCCGGAAGATGTTTCATCCATCATCA 
CGCCCCCTTATAATGACTCAATGGTAACATCAATCATACACAAATTTTGCACTATAGAAAGTGAGA 
AATATCAATTGAATGATTTAAAAATTACACAGTGGTTTGGCATTGTTGAGATGTCAAAAATCAATC 
ATAAAATGACCGATATTTCAGAGTTCTTATTGAATTGGAAAACTAGTTTGCCGTCATTCTATAACC 
CTCCATTGGACATCAGTCAATTGGCAGGCTATTACTGCTCCCCAATCGAAAACAAAATATTGTATG 
TCGACCCAGAATCTTTATCAGAAAATTTGAGTCAACGATTCAAAGAATTGTTTGAATTGGATAAAA 
GTTGGAACTATGATGAGTTTATTCCATTCATTAAAAAGTTTGTTCCTGCCGGTAAAAAGGTCGACT 
CAATTATTTTAAAGTATGGCAAGAAGAAGAAAGTTGGTAGA6ATAGATTTATAGTCTGTCCTAGAT 
AA 

YCL016C_homolog 339aa (SEQ ID NO 308) 

MSEYSVYQQLNEDTNATKYTYKLLQLPSKILNQLESKSTNLYIKSDINSLALCTDSETFKLRQMNH 
SNTVLLLNKEPDNKLIGFQKTSYEYELTEIKGSIDTSDIPIFNGQTAQQPIDLIALEDNSICSHQE 
FLSNWYELGGCEIDNGAYIMSADI ITELLYLLITKLMSLQVHEFSPEDVS SI ITPPYNDSMVTSI I 
HKFCTIESEKYQUSTOLKITQWFGIVEMSKINHKMTDISEFLLNWKTSLPSFYNPPLDISQLAGYYC 
SPIENKILYVDPESLSENLSQRFKELFELDKSWNYDEFIPFIKKFVPAGKKVDSIILKYGKKKKYG 
RDRFIVCPR 

YCR073WA_homolog 710bp PathoSeq: 1..710; CDS: 315.. 707 (SEQ ID NO 
309) 

GGTGGGGTTCCCATTTTAATTOAAAAAAATTTTTTACCATCCAAAGGATTTTATTTACCCAAAGAC 
CAAAAAATTATTATTTGAAATGGGGATTAAAATGGGGATAATTTTATTTTGCCTGATGAAAAGATT 
AGTACCCGTTTGAAAGTCCTGATTCAAATTATGGTCAAGCTAAAAGAGAAATATTTGATTTAATTA 
CTGGTGATAAAAAACCAAGAATTTTCCATGTTGATGAATCATTAATTGATGATTCTCAAGAAGCTG 
CTGATGAATATGAAAAACAATTGATTAATAATTTTGCTAAAAAAGATTCGGTGAAATTACCTTTAT 
TTGATTTATTTTTATTAGGTTGTGCACCGGATGGTCATATTGCTTCATTATTTCCTAATCATGGTG 
AACAATTGAGAGAAAAATTAGCTTGGGTTTTACCAGTATCAAATGCTCCTCTGGGACCAGAAAATA 
GAATAACTTTATCTATCCCAGTTATATGTCATTCCGCAA6AGTGACATTT6TTGTTGAAGGGTTAA 
CTAAGGCACCAATTATTAAAACCATTATGGAAAGACCAGAAAAAGGTTTACCAAGTTCAATTGTTA 
ATGAAG6TGCTGCTGGTAGA6TGAGTTGGTTTGTTGATGATGATGCATTGAATGATTTGTTTGATA 
TAACTAAAAAGAAATACAAATATTTATCTATACCTGAACCAAGTCATTAA 

YCR073WA_hoinolog 131aa (SEQ ID NO 310) 

VKLPLFDLFLLGCAPDGHIASLFPNHGEQLREKLAWVLPVSNAPSGPENRITLSIPVICHSARVTF 
VVEGLTKAPIIKTIMERPEKGLPSSIVNEGAAGRVSWFVDDDALNDLFDITKKKYKYLSIPEPSH 

YDL010W_homolog 1190bp PathoSeq: 1..1190; CDS: 501.. 1187 (SEQ ID 
NO 311) 

TGTTACAAAACATTCTGTTGGAGAGATAATTGAATTCAAAATTAACGTGTTGAATCCAACATTGAA 
CAATGAATACACGTCCAAGAAAAATTTGACATGATTAGAATCGCGGTCAATTACATTCCCGGAACG 
TCTTGGACTACTTGGATACAACAATGGAAAATGAGGAAAATGAGGAAAATGAGGAAAACGAGGAAA 
ACGAGGAAAATATTTACCGAAGAGTAATTATATTACAAGCATTGAAAGAGGAGAAGTGAACGCCCC 
AAACAGAAACAATACCGAACATCACAAAAAAAAAAAAAGACAACAGCTAAAATTTTTTGGTCAGAA 
CACAACTTTGGAAGAAAGAAAAAAACCGGAAAAAAGAAATTCATCTAAAACACATACACAATATAT 
ATATATATATATAAATATATCCATATACATATGCTTTAATTTAACCTTCCCGCCTTTCTTTTCTTC 
TTTTTGAATTATATCGATTTTAAAAACTACACTTCATCATGGCTGGAGTTAGACAATTAAGAATAA 
TAGCATTAACGGCCTTTGTCCTTGGTTTAATTTTTACTTTACATAAAGTTGGATCCAACGCTGCAT 
CCTTGGTTCATGCACAAGCATCAGACCAACAACCAAACAAACATAACACCAAAAGTACTACATATA 
CCGCCACTAATGACGAATCAGTTGCCAATCTCATTGATTCTAAAAATGATCCTCAAACTGATGACA 
AAATAAATCAAAAAATATCACAAGATCAAGATGAAGCCATCAATGGTAATAAAGACACTAATAAAG 
ACACCACCAAAGTCAAACCAGATAATGGTGAATATGATCCAATATCTGATTTGATAAAAATTAGAT 
CATTATCACCAATGACAATTTTCAGTAAATCATATTGTCCATATTCAAAAAAGATTAAACAATTGT 
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TATTAGAAAAATATGATATAACACCAGCACCAAATGTTGTTGAATTAGATCGATATGAATATGGAG 
CTGAATTACAAAGTTATTTGACAGAGAAGAGTGGGAGAAGAACTGTGCCAAACGTATTGGTTGGTA 
AATCATTTGAAAGTAGGGGTGGTTGTGATGAATTTGAAAAACTTCATAAAGATAATGATTTGATTA 
AATTGTTAGTTGAATGGGGGTCTGGTCGTTTACAAGTTGCAAAGAAGAATACCCCATCAAATGCCT 
AA 

YDL010W_homolog 229aa (SEQ ID NO 312) 

MAGVRQLRIIALTAFVLGLIFTLHKVGSNAASLVHAQASDQQPNKHNTKSTTYTATNDESVANLID 
SKNDPQTDDKINQKISQDQDEAINGNKDTNKDTTKVKPDNGEYDPISDLIKIRSLSPMTIFSKSYC 
PYSKKIKQLLLEKYDITPAPNWELDRYEYGAELQSYLTEKSGRRTVPNVLVGKSFESRGGCDEFE 
KLHKDNDLIKLLVEWGSGRLQVAKKNTPSNA 

YDL083C_YMR143W_homolog 1256bp PathoSeq: 1..1256; exon 1: 

501.. 521, intron 1: 522.. 848, exon 2: 849.. 1253 (SEQ ID NO 313) 

AGTGGTTGTTCAATAATGGTAAGTTCTTGGAAATAGCCATTGTTGCTTTCTGGTGGTTAGACTTGT 

AGGAAGTAGAACTGTTTTCCAATGAAAAGTAGTTTTAATTAGAAAAATTTTCAAAGTGCGTGAAGC 

CCAGTCTGAATGTGCGAGGAAGCCCAGTCAGTTAGTAGTGTCCTTCCCTCCACTGTCTGTAATACA 

AAATTTCCCTTAGTGAAAATGCGAAATATATCTGTACTGGGAACCCCCCGGAAAAAAAAAAACCTA 

TGCTCAAAACTATATGTACTGTACACAATCTAGGGCTATAGCCCTAATATTGTACAGGAAGAACTT 

TAACTATGGTGCGAAGAGCGTTTCCAATTTTTTTTTTTTCAGGTGTAGTCTGTTCTATGGCAATAC 

TGTTGTTAGTAGAGAGTGTCTCGCACTAACAGAACATTTTTTTCAGAACAGGAAAATTTTTGAAAT 

CTAACATCTTTTACTGAAAGCCAAGCATCAACACAATAATGTCAACCCAATCTGTTCAAGTATGTA 

AACGAATTGAAATAAAGAGATAGAGAGATGTTTTATTATCAAAATACGAAAGGAAAGGCAATTAAA 

AAAGGAAATCAAAAAGTCCCAACCTTGCAGTAGAAGAATTGAGGTATATGAATTTGATAGATAGCC 

AGAACGGTGTTACATAAATGGGATATAGAACAAAACTATACGAGGA6TTTGTTTCAACGATCATTC 

AATAACCAGAAAACGATAATATTTTAGCGACCATTAAATGACACTTGAAGGCTCACTGGGCCAATA 

GAATATCTCCATATACACTTTTGAACTATTTACTAACAATTTACTTTTGTTTCTAGACTTTTGGTA 

AAAAGAAGACTGCCACTGCCGTTGCTCATGTTAAAGCCGGTAAAGGTTTAATTAAAATTAACGGTT 

CCCCAATCACCTTGGTCCAACCAGAAATCTTAAGATTCAAAGTTTACGAACCATTGACTTTGGTTG 

GTTTAGATAAATTCCAAGGTATCGACATCAGAGTTAAAGTCACTG6TGGTGGTCACGTTTCTCAAG 

TCTACGCCATCAGACAAGCTATTGCTAAAGGTTTGGTTGCTTACCACCAAAAATACGTTGACGAAG 

CTTCTAAGAACGAATTAAAGAAAATTTTCGCTTCTTACGATAAGACCTTGTTAGTTGCCGACTCAA 

GAAGAATGGAACCAAA6AAATTCGGTGGTCGTGGTGCCAGAGCAAGATTCCAAAAATCTTACCGTT 

AA 

YDL083C_YMR143W_homolog 142aa (SEQ ID NO 314) 

MSTQSVQTFGKKKTATAVAHVKAGKGLIKINGSPITLVQPEILRFKVYEPLTLVGLDKFQGIDIRV 
KVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEASKNELKKIFASYDKTLLVADSRRMEPKKFGGRG 
ARARFQKSYR 

YDL125C_homolog 959bp public: 1..959; CDS: 501.. 956 (SEQ ID NO 
315) 

GTGGTAAGATATAGAAAGCTTACCACTTTGACAAGTTTGAAATAGGATGGGTGAAAATTTGGACAT 
CTTGAATACTTAAAATTCTGAACTT6ATCACCAGATCCTTTTCTTTTACATAATTAGATATGATGG 
ATAGGTTAGAATCGTCTTTAAAGAGAAGGTATAATATCTAACTGATTTGGCGAGGTGTTGGAAAAG 
TCACTCCACTGTATATATTCTCGGAGTTTAACGTACTACAGTTCAGTGGGGTGAATACCTAAATAG 

GGGGGTAGAATACGAACTCCTACAAATTTTAAGGAGACTATGACCCGAAAAGAGAAGAAAAATTTA 
TTACTCTAAGAACTTTATATACCTCCACAACTCACTTTTTCTTTAGTTTCATTCTGCTTTTTTTTT 
CTTACACATCTTAAGGTCAAACAATTTAACTTATTAGCTTGTGAAAATCTCACTTCAATTCAAGTT 
CTCTTTCAATTGACATTATAGTATTTCCCAATTCAATTATGGCTTCTCATGCTTCCTGTATATTCT 
GTAAAATTATCAAAGGTGAAATTCCTTCTTTCAAGTTAATTGAAACTGCAAAGACTTATTCCTTCT 
TGGACATTCAACCAATTGCTGAAGCCCACGTTTTAATTATCCCTAAACACCATGGGGCAAAGTTGC 
ACAACATTCCAGACGACTACCTTAGTGACATTTTACCAGTTGTCAAAAAATTGACAAAAGTCTTGA 
AATTGGACGAAAATAATACTCCAGAAGGTGAAGGTTATAACGTTTTACAGAACAACGGAAGAATTG 
CTCATCAAGTTGTTGATCACGTTCACTTCCATTTGATTCCTAAAAAGGATGAGGCTACAGGTTTAG 
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GTGTTGGTTGGCCTGCTGAAGCCACTGATTTTGATAAATTAGGAAAATTGCATGAGAAATTAAAGG 
AAGAATTGGCTAAGGTAGATAATGAAAAATTATAA 

YDL125C_hoinolog 152aa (SEQ ID NO 316) 

MASHASCIFCKIIKGEIPSFKLIETAKTYSFLDIQPIAEAHVLIIPKHHGAKLHNIPDDYLSDILP 
VVKKLTKVLKLDENNTPEGEGYIWLQNNGRIAHQVVDHVHFHLIPKKDEATGLGVGWPAEATDFDK 
LGKLHEKLKEELAKVDNEKL 

YDL133CA_YDLl84C_homolog 297bp PathoSeq: 1..297; CDS: 220.. 294 
(SEQ ID NO 317) 

CATAATTATTACATATAAACTCGCACTATAATTTTTTTTTTTTCTATTCTGTGTGTGTGTGTGTGT 
6AGAGCCAGAGAAACCAAACTGACTGAGTGATCGTCTCTCAACAATTTATTTCTCCTCGTCTTATT 
TTTTTTCTTTCCTTTCTTTTCCTCTTCTTCTTCTTCTTCTTCTTTTTCTTCTTCTTTTCTTCTTTA 
CCAAAACACTAGTATTTCAACATGAGAGATAAGTGGAGAAAAAAGAGAGTTAGAAGATTAAAGAGA 
AAGAGACGGAAGGTTAGAGCTAGATCCAAGTAA 

YDL133CA_YDL184C_homolog 25aa (SEQ ID NO 318) 
MRDKWRKKRVRRLKRKRRKVRARSK 

YDL13 6W_YDL191W_homolog 1303bp PathoSeq: 1..1303; exon 1: 

501.. 503, intron 1: 504.. 943, exon 2: 944.. 1300 (SEQ ID NO 319) 

TATTGTCTGATGCTATACGGAATGGGCGTTACAAATATACAAACTTATATTTGAAAGTAAATTCTA 

TTATTTTCTTCTATCGTATGCATACCGATTATTATCACAAGGACAATTGCCTATTGTTGTGTGGAA 

TAAATTTAAAATCCTTCTTATTGGTGTCTAGACTTTGCTTTTTGTGGTGATTAGGGCTTTAGCCCT 

ATCACGTGAAATACTGTATATAAAAAATTCTTTATAGCGCGATAAAACATATTTTTTTTCCGTATT 

AACAAATATGTGTGAAGTTTTGTCCTGGTGTTTTCTCACTGTTTTTCCTTTTTTTTCTGGTAGTAT 

CAATTAACGCTTAGATCCAATACAGTTTTGGTAACTTGTACACGAACAAAATCTCAAATTTGTTAC 

TGTGTGAACCAACAAGGAAGAGAAAAAAAAACCCATACAAAAATTTTTCAGTATCAAGGAATTAGA 

AGAGACGTTTAAATCAACAAAGTTCAAATCTATCAACAATGGTATGTTTAATATCGATATTATCCA 

TAGATGTACATGTATCCTAATGGGTTTCATTATTTGGAAAGTTATGTTTATGGGAGTTCTATTTAT 

TAAGATATGGGATAAGAATTAAAGTATTGGATGAGTAGTACAAGACCAACAAAGAGAAATAGCCCC 

CTTTCCCTCCACTATTCAATATACTCAACAACATTATCAAGTTAAAAGTTCAGAAGATACACGTAA 

ATGAAAAGTTAATACCAAGAAGAATACAAATTACCAGTCCATACCGTGTTTGGGTTTAGATTACTA 

TATTTTACAAGAAACATATTATATGAAATGATACCCAATCCACAGCGACTTTTCAGATAGCCAAAT 

AACTAAGCAACTCAAGATAACATAGGATCATGCATCAATCACAAATGAAACATTAATACTAACTAA 

CTTTTTTTTTATTTATTAGGCCGGTGTTAAAACTTTCGAATTAAGAACTAAATCTAAGGAACAATT 

AGAATCTCAATTGGTTGAATTGAAACAAGAATTGGCCACTTTAAAAGTTCAAAAATTACAAAGACC 

AAGTTTACCAAGAATTCACACTGTTC6TAAAAACATTGCTAGAGTATTGACTGTTATTAACTTGAA 

TCAAAGAGAAAATGTTCGTGCCTTTTACGCTGGTAAAAAATACATTCCAAAAGATTTAAGAGCTAA 

AAAGACTAGAGCTTTAAGAAGAAAATTGACTAAATTTGAAGCTTCTCAAGAAACTGAAAAAGCTAG 

AAAACAAAGAATTGCTTTTCCACAAAGAAAATTTGCTATTAAAGCTTAA 

YDLl3 6W_YDL191W_homolog 120aa (SEQ ID NO 320) 

MAGVKTFELRTKSKEQLESQLVELKQELATLKVQKLQRPSLPRIHTVRKNIARVLTVINLNQRENV 
RAFYAGKKYIPKDLRAKKTRALRRKLTKFEASQETEKARKQRIAFPQRKFAIKA 

YDL167C_homolog 2690bp PathoSeq: 1..1640, public: 1641.. 2690; CDS: 
501.. 2687 (SEQ ID NO 321) 

CTCTGTGTAAATTGATGAAATCCACACAATAAAAATTTTCTTTCTTCTTTTAAGAACCTAAAAACA 
GAATCAACATTATTTGCCCCATACATATCCAAGAATTAAATACTTATTAGTTCTAAGTGGAATAGA 
AGAGAATCAAACTTAACATTACTGTTACGCAACGTCAAGAGGGCATTTTTTTTAGTTTTAATTTGT 
TTCATTTCAATTGAATCTTTAAGAATCACCGAGTATACATACTTTCTTTTGTATTTTATCAGGGAA 
GCCACATCCAACCACCAGTTACATCCCACAAAATCCCTTAATCTTGTTCTTAGTTGTATTATTAAT 
CTATTGAATTTAAGTTTGATATGCGAGAGAATATTGTGGATTGTATAAGTTTTGAACTGGACTTGA 
ATACTTTGAGGGGCTTAATCATATATTGCATTTTATACCCTACTCGCGGTGTTGCTTACCACACTG 
ACTAGTATGATCTTTCTGAGATTTCTAGCCAATAAATTATGAGTGATATTTATATTATTATTCATA 



wo 01/02550 



110/161 



PCT/BEOO/00077 



TTTCTACTACCTGTGATGACTCGCCGACATTTGTCACTAAGGATTCTTCCGAGTTAATTGAATTTG 
CTTGGGAAACAGTCGATAGTGTCACTTTGGAAACTTTATACAAAGGATCAAACTTGGTTCGTCCAA 
CCAACACACCTATCACACCTTACTGCTCGAAGATTCATAGAATAACATGGGACAATGTCAAAAATG 
CTGGGTCGTTCAAAGACGCCATCACAAACTTTGATCAATACGTACAAGAACACATAATTTCCAAGA 
AAAAGGAGTTTTCAATTGTGATGTTTGACATTTCCAAATTGAGAGTTCAGTTGGTTCGTGAAGCTA 
GAGACAAATCCGTGGTTTTACCCTCGTATCTACAACATCCAAGGATTTTTGATTTACCAAGAGAAT 
ATTTAAATTGGCAATCTAGCCACCCTGAAACATTATCATACCCCCCAACTTCTTTAACTAATATTA 
TTACTGCATTAGAAGTTGAGGTTGAGAATATATCTGAATATGTCGACTTGCCAAACTTTTCTTCCA 
CACCATCACCATCAAAAGCTTCAGCAACAACGACGACGACAACTGCAAATGTCACAGCCATTGACG 
TCCTTTCCAGTGAAACAGAACCAAATGGTAAAGTCATTGCAAATTTGCACGCCAAAATTGCCAAAC 
AATTGATCAAAAAATCCATCCCTGTTGAGAATCACCCTAATGTATTTACAAGACCTTTTGATTCGG 
CTCAAGATATCACTGCTTTTACATCAGAAAGATCAAAAGTACTCTATCTTTCCAACTTGCCAAACG 
ACACCACACAATCAGAGTTGGAATCATGGTTCACTCAGTATGGTGGAAGACCAGGTGGGTTTTGGA 
CTTTTAAGTCTGCAGATGATAACAATAATAATAACAACAACAATAGCAATGGCGGGAAAGGATATC 
AGAATGCGAGAAAATATGGTATTTCAGGGTTTGTGGCCTTTAATACTCATGAGGAAGCAGTTGATT 
GTTTAGCTTTGAATGGGAGAGTGTTGAATGATCGTCCTATTGAAGTTCAAGCGTCTTCTAGTAAAG 
TGTTTGATATGGCCATGGATAAATTGTTGTTGACTCTGTTCCCACTCTCAAAGAACAGACCTAGAC 
CCGGGGATTG6ACTTGTTTATCTTGTGGGTTTTCCAATTTCCAGAGAAGAACACACTGTTTCAGGT 
GCTCTTTTGCGGCAGTGGCGTTTCAGGATGTTTTTAACAGTAATACAGGCAATGCCAACGGTAATG 
GCAATGTTAGCGGCAACCACAACCACAACCACAATAGTGGAGCTCGCCGTGGCATGAATTTACAGC 
CTGCTCAAGCTAATGAGAAAATTGGAACAGGCAATATTAGTATTCCTTCTTACAACGATCCAATCA 
AGGGTCCAACAGGTAATGTCACTAATCACCTCAACAATTCTGAGACCAATTTACTGAACAACACTA 
ATCTTAACAACAACAATCATCATAGTAATAATTATCACAATAACTACCATCACCACAACAACAATA 
ATAACAATCATGGGAATAGCAATGGTAACACCATACATGGTCGTTCCCATTATAACAATAGTGTTC 
CATTTAGAGCAGGTGACTGGAAATGTGAAAATTGCATGTATCACAATTTCGCCAAAAATTTGTGTT 
GTTTAAAATGTGGTGTCGCCAAACCTGCTATTAACAATCAACAAAATAATACAATTCATTCGGTGA 
ATTCAACGGCCGCTGCCATAGCTGCAGCAACAGCCAGTGGTCAACCTTTAAACTTGAATAATAATG 
CATTTTTGAACCTTCAGCAACAACAGTCTCAGTCACAACCCCAAGGTCAGCACCATTACAACCAAC 
ATTCTCGTAACAACAATGCTTCTGGGGCATCAAAGTTCAACAATGGCTACAACCCAAAGAATCAGT 
ATTACAATAATAATAGCAAGAATCTTAGCAACAATTTTGGTCTTAATGGTATGCATCAGCAAAACC 
AAAATCAAATTTT6ATGTATTCACAACAATTGCAACAACAACAGCAACAACAACAGCAACAACAGC 
AACAACAGCAACAACAGCAACAACAGCAACAACAGCAACAACAGCAACAGCAACAACATGATTTAA 
ATGGAAGTAGCTCTTCCCATCAACTGAAACTTCAATTGAATAATACTTGA 

YDL167C_homolog 729aa (SEQ ID NO 322) 

MSDIYIIIHISTTCDDSPTFVTKDSSELIEFAWETVDSVTLETLYKGSNLVRPTNTPITPYCSKIH 

RITWDNVKNAGSFKDAITNFDQYVQEHIISKKKEFSIVMFDISKLRVQLVREARDKSWLPSYLQH 

PRIFDLPREYLNWQSSHPETLSYPPTSLTNIITALEVEVENISEYVDLPNFSSTPSPSKASATTTT 

TTANVTAIDVLSSETEPNGKVIANLHAKIAKQLIKKSIPVENHPNVFTRPFDSAQDITAFTSERSK 

VLYLSNLPNDTTQSELESWFTQYGGRPGGFWTFKSADDNNIMNNNNSNGGKGYQNARKYGI 

FNTHEEAVDCLALNGRVLNDRPIEVQASSSKVFDMAMDKLLLTSFPLSKNRPRPGDWTCLSCGFSN 

FQRRTHCFRCSFAAVAFQDVFNSNTGNANGNGNVSGNHNHNHNSGARRGMNLQPAQANEKIGTGNI 

SIPSYNDPIKGPTGlWTNHLlMSETNLSNNTNLNiramHSNNYHNNYHHHlWIl^^ 

GRSHYNNSVPFRAGDWKCENCMYHNFAKNLCCLKCGVAKPAINNQQNNTIHSVNSTAAAIAAATAS 

GQPLNLJSmAFLNLQQQQSQSQPQGQHHYNQHSRNmASGASKFNNGYNPKNQYYWmS^ 

GLNGMHQQNQNQILMYSQQLQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQHDLNGSSSSHQSKLQL 

NNT 

YDR238C_homolog 3359bp public: 1 .. 1467 /1469 .. 3040/3042 ., 3359 . 
PathoSeq: 1468/3041; CDS: 501.. 3356 (SEQ ID NO 323) 

AATAGCATTGAACAAGAAGAAGAGGACAACGATAGACCAAGGTTGGTTTTAGCCAATCCTGATTAT 
GATAGTGATGACAGTTCATAGACAATTTACAGCCTTAAATGGATATATATGTATATTTAATAATAA 
AGGACTTGTTTTTTTTAGTAACTAGTGTGATCTCTTTTCTGGGTGTACATTTCGGATAGCCAACCA 
GGTTATATTTTAGCAGTTTATAGACAGTGTTATCGATGGGTAATATAAATAAAAGCTCATTGAATA 
CTATCTAGTGAAAAGTCGTGTGTAAATCGATTTGAAAAATATAAAACCATACACGTAAATGAAATG 
TGTGTGAAAGTACAACCAACAACGAAAAAGAACAAAAAAAAAATGTTGTCCGCCAAAAAAAAAAAG 
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AGAACAACAAATCAAAGTTTCAAGACTATCTCAAATCTTGTTGTCACCATAACTATCAATTGTTCA 
CCTCTTGAACCAACATCAAATTGAATAAAGATAGGATCATGAGTGACAGTGGTTATACATTAATCT 
ATGAGCCTAATACGGCTACGAAAGTATCTGTCAATGAATTTAAAAATTTGTTGGAAAAGGGTAAAG 
ATGATGTGAAAGTAGATACCATGAAGAAGATTTTGATTACCATATTAAATGGAGACCCCTTACCTG 
ACTTGTTGATGCATATAATCAGATTTGTCATGCCTTCCAGAAATAAAGAATTGAAAAAGTTGTTGT 
ATCATTATTGGGAGGTTTGTCCAAAAATGGATGAATCAGGTAAAATGAGACATGAAATGATTCTTG 
TGTGTAATGCCATCCAACGTGATTTACAGCATCCAAATGAATATATTCGAGGCAATACTTTGAGAT 
ATTTGACGAAATTGAAAGAGCCAGAATTATTGGAAACTTTAGTTCCTAATGTCCGTCAATGTTTAG 
AACACCGTCATGCCTATGTCAGAAAAAATGCTGTTTTCGCATTATGGTCTATTCATAAAGTCAGTG 
ATCATTTAGCTCCTGATGCTGACGAGTTAATTTACAGATTTTTGTATGAGGAAAACGATTCTGTTT 
GTAAAAGAAATGCTTTTGTTTGTCTTGGAGACTT6AATAGAGAAGCTGCTTTGCAATATATTCAGG 
ATAATATTTCAGTTATTGAGACTTTGGATCCATTGATACAATTGGCTTTTATTGAGTTTATCAAAA 
AGGACTCTATTCAAAATCCAGCTTTAAAGCAACAATATGCCCAATTAATGACAGAAATTATTGAAA 
GCTCTTCAAATGTTGTTATGTATGAAGCTGCTAACACGTTGACTGTTTTGACTTCAAACCCACAAT 
CAATTTTGTTGGCAGGAAACAAGTTTGTTGAATTGGCTACTAGAGAGTCTGATAATAACGTTAAAA 
TTATCACTTTAGAGAGAATAAATCAATTACACAAGCAACATCCTGGTGTGTTACAAGACTTGTCAT 
TAGAAATTTTACGAGGTTTATCTTCCCAAGATTTGGATGTTAAAAAGAAAGCTCTTGATGTTACTT 
TACAATTTATCACCACCAGAAATGTTGAAGATGTTGTTAAGTTATT6AAGAAAGAATTGCAGTCTA 
CAGCTTTATCCAATGATGACAAGAATGCAGATTATAGACAGTTGTTAATTAATGCCATCCATCAAT 
TGGCTATTAAATTTGTGGAGGTTGCTGCCAATGTCATTGATTTATTGTTGGATTCTATAGCCGATT 
TGAATACCACTGCCGCCTACGAGGTTATCACATTTGTTAAAGAAGTTGTTGAGAAATTCCCAGATT 
TAAGGGACGCTATTTTGAGAAGATTGATTTTGGCTTTGCCACATGTGAAAAGTGGTAAAGTTTTCC 
GTGGTGCATTATGGGTTATTGGTGAGTATGCCTTAGAGGAATCATTAATACAAGAATCTTGGAAAT 
ATATTAGAGGAAGTATTGGTGAAGTACCAATTATTGCTAGTGAATTGAAACTGAAAAAGCGTGATG 
ATACTGAGGAATCACAAGAGGAAGAAACCGA6TATGATGGTAAACCTCGCAGAAAGGGTCCAGTTG 
TATTGCCAGATGGTACCTACGCTACTGAGTCAGCATTGACAAGCGAAACAACTGACTCTTTGGAAA 
GTGACAGCAAGACTCCTATCAGAAAGCAAATTCTTGCTGGTGATTTCTACTTAGGTGCTGTATTAG 
CATCAACTTTGGTGAAATTGATTCTCCGATTGCAAAGTTTGAAACAAACTCAAGAAAAAATTTTGA 
ACGGATTAAAAGCAGAAGCATTGTTGATTATGGTTTCGATTTTAAGAGTTGGGGAATCTAGCTTGG 
TTTCTAAGAAAATTGATGAGGATTCTGCTGACAGAATTTTGTCTTACATCAAGATTTTGAACGATG 
AAGAAGACCTTCAGGAAATCAA6ACAAGCTTCCTTGAAGATACTAAAGATGCATTTAAAGCACAAA 
TTAATAATGCTGAATTGAA6AAAGCA6AAGCATTGGCTAAGGATTTGCATGATAACGCTGAACAAA 
TTGACGATGCAATTGTTTTTAGACAGTTGGATAAAGATAACAAAAAGAGTAAAGCTTCTGTGGATG 
ATGTTGCTGCTGCGTCAGGAAGCAATGAATTAAAGAAAGAAAATTTGTCGTCGAGATTGAACAAAA 
TTATACAATTGACTGGGTTTTCCGATCCTATTTACGCAGAGGCATTTGTCAAAGTTCATCAATACG 
ATGTTGTGTTAGATGTCTTGCTAGTGAATCAAACCACAACTACTTTAAGAAACTTATCAGTTGAAT 
TTGCTACATTGGGTGATTTGAAAGTGGTTGATAAACCAACTACCGCAAATATTGGACCTCATGGTT 
TCTACAAAGTTCAAACAACTATTAAAGTTACTTCGGCTGATACTGGTGTCATCTTTGGTAACATAG 
TGTATGACGGTCAACACTCGGACGATTCACGTATAGTTATTTTGAATGACGTTCACGTTGACATTA 
TGGATTACATTAAGCCAGCCACTTGTTCAGAAAGTCAATTCCGTAAAATGTGGAACGAATTTGAAT 
GGGAGAATAAGATAACCATTAAATCACCTATTGAAACATTGAAAGAGTACTTGGATGAATTAATGA 
AGGGTACAAATATGCAATGCTTGACACCGGGTGCGGTAATTGGAGAAGAATGTCAATTTTTATCAG 
CAAACTTGTACTCAAGGTCAAGCTTTGGTGAAGATGCATTGGCTAATTTATGTATAGAGAAACAGA 
GTGATGGACCAATAATTGGTCATGTCAGAATAAGATCAAAAG6TCAAGGTTTGGCTTTGTCATTGG 
GTGATAGAGTAGCTTCCATTTCAAGAAAAGGTAAGAAGGCAACTATTGCTCGTGTTTAA 

YDR238C_homolog 952aa (SEQ ID NO 324) 

MSDSGYTLIYEPNTATKVSVNEFKNLLEKGKDDVKVDTMKKILITILNGDPLPDLLMHIIRFVMPS 
RNKELKKLLYHYWEVC PKMDESGKMRHEMI LVCNAI QRDLQHPNEYIRGNTLRYLTKLKEPELLET 
LVPNVRQCLEHRHAYVRPOMAVFALWSIHKVSDHLAPDADELIYRFLYEENDSVCKRNAFVCLGDLN 
REAALQYIQDNISVIETLDPLIQLAFIEFIKKDSIQNPALKQQYAQLMTEIIESSSNWMYEAANT 
LTVLTSNPQSILLAGNKFVELATRESDNNVKIITLERINQLHKQHPGVLQDLSLEILRGLSSQDLD 
VKKKALDVTLQFITTRNVEDWKLLKKELQSTALSNDDKNADYRQLLINAIHQLAIKFVEVAANVI 
DLLLDSIADLNTTAAYEVITFVKEWEKFPDLRDAILRRLILALPHVKSGKVFRGALWVIGEYALE 
ESLIQESWKYIRGSIGEVPIIASELKSKKRDDTEESQEEETEYDGKPRRKGPWLPDGTYATESAL 
TSETTDSLESDSKTPIRKQILAGDFYLGAVLASTLVKLILRLQSLKQTQEKILNGLKAEALLIMVS 



wo 01/02550 



PCT/BEOO/00077 



112/161 



ILRVGESSLVSKKIDEDSADRILSYIKILNDEEDLQEIKTSFLEDTKDAFKAQINNAELKKAEALA 
KDLHDNAEQIDDAIVFRQLDKDNKKSKASVDDVAAASGSNELKKENLSSRLNKIIQLTGFSDPIYA 
EAFVKVHQYDWLDVLLVNQTTTTLRNLSVEFATLGDLKWDKPTTANIGPHGFYKVQTTIKVTSA 
DTGVIFGNIVYDGQHSDDSRIVILKTOVHVDIMDYIKPATCSESQFRKMlnMEFEWENKITIKSFIET 
LKEYLDELMKGTNMQCLTPGAVIGEECQFLSANLYSRSSFGEDALANLCIEKQSDGPIIGHVRIRS 
KGQGLALSLGDRVASISRKGKKATIARV 

YDR294C_homolog 2270bp public: 1 .. 278/280 .. 2270, PathoSeq: 279; 
CDS: 501.. 2267 (SEQ ID NO 325) 

GTTTGATCACATGTGTTGTGAACACTCGGGTAATACAAT^TAGTGAGAGAGAAGAAGGGGAAAAAA 
AAAAGCAGAACACAAAACATGGAATTTGAAAACAATTTTGTAATTCAATCGATCCGAGACTTCCAT 
AGCAAAGTTAACAAGCACAATTGTCATTTTAACTTAATTGGTGGATTAATCGGGATCAATCTGAAT 
TGTTTCCCGTATTGTTTAAAACCAAAGAAAAAGGATAATCAAAACTAAATCTTTCATATTAACACT 
ACCATTTTGTAGTGGTCAGTTTATATAATTATCCACTGTTCTCTTCACAATTAAAAAAAAAAAAAA 
AAAGAAAAAAGAAAGCTCTCTCTCCCCCAAAAGAAAAAGCAAAGGTAATTCCTTCATACACACCTT 
TGATATCTTTCCTCTTAGACTTTTCTTTTAATACTTGCATCAATTGGAATATTACTTGTTCATACT 
GGAGTTTTCATTGAACTAAATATTATTAAAATATTATTATGCTTGAATTGAATTCAATTACGATTC 
CTCGGAATTTCACTGAATTCCAACTCACAGCATTAAAGATCTACTATCAACTTAAGATTTTATTTC 
TTGCCACATACTGTGCTCAAGGATCATTTGGCTTGAACGGTTCAGTCTGTTTAGCAAGAGATATTT 
TTGTTGGCTATGTTGTATACACTCAATTATTAAAGCTTTATCGAGTATTAAGAGGGTACGGTATTG 
TAGATTCTATTCGAAGGTTATACCTATATGTTAGTTCTACGGTGTCATCTCAAATCTTTTCACTAC 
CATTTATTAAATCCAAAATTGACAAGGAATTGCAAGCGACTATTGGCAAAGTAGAAGAAGAGATTA 
TGAAAAACGATCCACAGTTATTACAGTTTCCCGAATTGCCAGAACAGGGTATTGACGCTGACAATG 
TTTCCTTGGAGTTGGATAAATTACAAAACTTGAAACATTCTGACTGGATCAATGGAAGAGTCAGTG 
GAGCAGTTTATCATGGAGGTGAGAATCTATTGTCATTACAAGTTGAAGCTTACAAGAAATACTCGG 
TGGCCAATCAATTGCATCCCGATGTTTTCCCAGGTGTGCGTAAGATGGAGGCCGAAGTAGTTCATA 
TGGTTTTGGATATCTTTAATGCTCCGAGTGACGGGTGTGGATCGACAACTTCGGGAGGTACTGAGT 
CGTTATTGTTAGCCGGGTTGTCAGCTAGAGAATATGGGAAGAAATATCGTGGAATAACTGAGCCTG 
AAGTCATTGCCCCCGTGACAATACATGCGGGAATTGAAAAAGCCTGTTTTTATTTTGGAATGAAAT 
TACATAAAGTTGACTTAGATCCGGTTACCTTTCAAGTTGACGTTAAGAAAGTAGAAAGATTGATCA 
ATAGTAATACAGTTTTAATCTGTGGATCAGCCCCAAATTATCCTCATGGAATAATTGATGATATAG 
AGTCCTTATCCAAGTTGGCAGTCAAGTATAATATCCCGTTGCACGTTGATGCATGTTTGGGGTCAT 
TTATTGTTTCGTTTTTAGAAAAATCAAAAGTACATGGCGATAGGAAATTGCCCATATTTGATTTTC 
GATTACCAGGTGTCACGTCAATCTCATGTGATACTCACAAATATGGGTTTGCTCCCAAGGGGTCAT 
CAATAATTATGTACCGTTCGCCAAAATTACGTGAGTGTCAATACTATATTGCAAGTGATTGGACGG 
GTGGAATGTATGGTTCTCCAACTTTGGCTGGTTCTAGGCCAGGTGCTCTTGTAGTTGGATGCTGGG 
CTACATTAATCAATATTGGGAAACAAGGATACACCAAGTTTTGTTACGATATTGTGCTGGCGTCAA 
TGAAAGTTAAACGAGCAATTGAAACTGACCCGATACTATCCAAACATTTACAAATTATTGGTGATC 
CAATTGGGTCGGTAATTTCGTTTCAACTTGCACCTCAGCAATCGGGAAATTTAAGTATTTACGAGA 
TTAGTGATTTGTTGACCAAAAAAGGTTGGCATTTTGCAACTTTACAAAACCCATCAGCATTACATT 
TTGCATTTACAAGATTGACTGTCCCGGTGGTCGATGAATTGATTGCAGATTTGGTTGAAGCTACAA 
AAGAAGCGGTGGCAATTGCCGAGGAACACAAAAAGAATGGAGTGACCAAAGCTCCAGGTGATACTG 
CTGCGTTATATGGTATAGCTGGCAGTGTACATACAGCAGGGTTGGCTGATAGATTAATTGTTGCAT 
TTTTAGATACCTTATACAAAATTTGA 

YDR294C_homolog 589aa (SEQ ID NO 326) 

MLELNSITIPRNFTEFQLTALKIYYQLKILFLATYCAQGSFGLNGSVCLARDIFVGYWYTQLLKL 
YRVLRGYGIVDSIRRLYLYVSSTVSSQIFSLPFIKSKIDKELQATIGKVEEEIMKNDPQLLQFPEL 
PEQGIDADNVSLELDKLQNLKHSDWINGRVSGAVYHGGENLLSLQVEAYKKYSVANQLHPDVFPGV 
RKMEAEWHMVLDIFNAPSDGCGSTTSGGTESLLLAGLSAREYGKKYRGITEPEVIAPVTIHAGIE 
KACFYFGMKLHKVDLDPVTFQVDVKKVERLINSNTVLICGSAPNYPHGIIDDIESLSKLAVKYNIP 
LHVDACLGSFI VSFLEKSKVHGDRKLP IFDFRLPGVTSI SCDTHKYGFAPKGS S I IMYRS PKLREC 
QYYIASDWTGGMYGSPTLAGSRPGALWGCWATLINIGKQGYTKFCYDIVSASMKVKRAIETDPIL 
SKHLQIIGDPIGSVISFQLAPQQSGNLSIYEISDLLTKKGWHFATLQNPSALHFAFTRLTVPWDE 
LIADLVEATKEAVAIAEEHKKNGVTKAPGDTAALYGIAGSVHTAGLADRLIVAFLDTLYKI 
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YDR430C_hoinolog 3605bp PathoSeq: 1.. 330/1927, public: 

331. .1926/1928. .3605; CDS: 501. .3602 (SEQ ID NO 327) 

TTCAATTTTTTTAAAAAAATAGCAAAAAGGTATTTCTTAGAAATTGAAAAAAAAAAATCACAAAAA 

AATTTATAAAACCGGATAGGGCCGTTATCGCAGGACGTGTCCCATGATCAATCTACAATGAAATGA 

TTCACATGAAATATGTTACAATTCCACACTTGCTGCTAAAAAGCAACAGTTTTGCAATAGAGAAAA 

GCAT6ATATACTATCGATAATATCTTTCGATAAGAACTTAAATGTAGCAACGTTGAATTTTAAAAT 

AAAACTTCCTTTTCCTGGTGATAAATTTTGACTTTGAAGCATAAAGAAGACAGAGCTAAAAAAAAA 

CTACTCTCTAGACAAAATCAAAACCTCGAATATATTTTTGGTGTTTCTTTTTTTTTTTTTTTGCCT 

CTCGTTGAAATCATCTCCATTCTTCTTTTCCACGTCTTTGTTGAAAACTTTGCAACCTAAAAAAAT 

AAGAATCACTCCAACAAGTTTAAACTACATTATCAATTATGTTGAAAACTAGATTAAAACAAAGCA 

GGGCCATAAGTCGGGTTGTAAGAAGATATGCATGCTCACACCCCATTTCTCCCAATCTTGATAAGT 

ACCCAGTTGGTCTAAAATTGCATGGTTACGAAGTTACCCAAACATCACCTATCCCAGAATTTTCCC 

TCACTGCTGTATCATTAAAACACACAGAGAGTGGTGCAACTCACTTACATTTGGATTCCCCTAATG 

ACAGTAATAATGTATTTCTGATTGCCTTCAAAACAAATCCTCCAGATAATACTGGGGTTCCCCATA 

TTTTAGAACATACAACTTTGTGTGGTAGTAAAAAGTTTCCGGTCCGTGATCCATTTTTTAAAATGA 

CCAACAGGTCGTTGAGTAACTTTATGAATGCAATGACAGGCCATGATTACACATTTTATCCATTTG 

CTACCACCAATTCAAAGGATTTTGAAAACCTAATGGATGTGTATTTATCGTCAGTGTTTGAACCGC 

AATTAAACCATACCGATTTCTTGCAAGAAGGATGGAGAATAGAAAATCAAAATGTTCATGACATAT 

CGTCCAAGCTTGAATTCAAGGGAGTTGTATATAATGAAATGAAGGGCCAGTATTCGAACTCTGCAT 

ACTACTTTTATATCAAGTTCCTTGAGAGTATATATCCATCCTTGAATAATTCAGGGGGTGATCCCA 

AGAAAATTGTTGATTTGCTGTACGAGGGTTTACTAGAGTTTCACCTGAAAAATTATCATCCATCAA 

ATGCAAAAACATTTACTTATGGAAAATTACCATTGGAAGACAGTTTAAGTAAAATAAGCAAATACT 

ATGAATCATTCGAAAAAAAGGTGTCTTCAGTTGACGTCAAACAACCTATATTTTCTACAGATAAAT 

CAGAAATCTTTGATGTCACCATCCCGGGTCCAGTTGATACAATGAATGGTAAAGAGACTTCAGAAC 

AGTACTGCACATCTATCACCTGGAACTTGGGTAATCCATTGGATCCAAACATGCAGTATGATATTT 

TTAAATGGAAAATATTGAGCTCATTATTGTTTGATGGACACAACTCTCCTTTCTATCAAGAGTTAA 

TTGAAAGTGGATACGGTGACGATTTTTCTGCAAATACTGGGTTGGACTCAACCACCGCGTTGCTTT 

CGTTTACTGTTGGTCTCAACTACTTAACCAAGCAAAAAGTTGATAATTTTAATGAAAAAGTTATGG 

AAATCATTAATAATAAAATCATTCCCGAATTAAGTAACGAAGAGTCCTCTTCATATCATGGTAGAA 

TTGATGCTATATTGCATCAAATAGAAATAGGATTCAAAAGACACAAGCCCGATTTTGGATTTGGAT 

TATTGAGCTCTATTGTTCCGTCATGGGTGAATGGAGTTGATCCAATTGACACCTTGCAAGTGGAAA 

AGATATTGTCGCATTTTAAAGAAGATTATAAACAAAATGGTTTAA6GATCTTTAAAGAATTATTAG 

AAAAGACATT6TGTAACCCTCATTCGCAAAAATTTAAATTCACCATGGAGCCAAGAGAAGATTTTA 

CCAAACAATTGGTAAAAGATGAGAATTTGATGATCGAGAAAAGAGTAAGTGAACTCACAGAAGATA 

ACAAGAAGGCAATCTATGAGCAAAACTTGGAATTAGCTAAATTACAATTGGAGGATCAAAATACAG 

AAGTTTTACCCACATTGACTATTGATGACATTCCAAAGAGAGGTGATTTTTATGCCATTGATTTGG 

GCCAAGTAAATAAGAAAGTTGTACATGAAAGGGTAGTTGATACCAATGGCTTGGTTTATGCCAACG 

CTTTAAAAGATATTTCCTATTTACCCACCAAACTTTACAAGTACCTTCCATTGTTTAACAACTGTT 

TGACGAACCTTGCTGGAACAGAAAACACACCCATTACGGAGTTGGAAACTAAAATACAAATGTTAA 

CTGGCGGGATAACATTTAGTTCTAAAATATCGACTGACCCCTATAATATTGAGCAACTAAAATTAC 

AGTATGTGTTAAGTGGAATGGCTTTGAAAGAAAAGTCATCCTCAGTTTATGATTTATGGTTGGAGA 

TTTTAACTACTACCAAATTCGACACCAGTGATGAGGTATTAGAAAAGTTGTCAGTTTTGATTAAAA 

ACATGGGACAAAACCAAATCAATAATATTGCTGATCGCGGTCATTCTTATGCGGCTGCTGTGAGCT 

CACTGAAATTGACACCGCTGAAATACATCAGTGACATCGTTTCAGGTTTGAGTCAAGTTCAATTTG 

TAATGGAGTTGAACTCCAAATTAGAATCAGAAGGGAAAGAGTACTTGGCCAAAGAGATTATTCCGA 

TATTGCAAGAAATACAAAAGTATGTATTGCAAGGTGAATTCAGGTATAGACTAGTTGGAAATCAAG 

AGATTATTGTTGAAAACGAAAAGCTTATTGAGAAATTTGATAAGGATATTTCTTCGAACAGACCAA 

CTTTATCGTTAACAGTAACAGATGGTTTACTGGCATTGTTGAACTCATTCAATTACAATCATACAA 

GTGAAAATGTCTTAGTTAACTTACCATTTCAAGTGGGATACTCTTCATTAGGTAAGATTGGCTCTT 

CGTATTCATCAAAGGATGGTGCTTCTTTACAAATATTATCTCAGTTATATTCCTTTAAAAATCTAC 

ATTCCAAAATAAGAGAAAGCAATGGTGCATATGGAGGTGGTTTGACATATGATGGGTTGAACGGGA 

CATTAAACTTTTATTCGTATCGTGATCCTAATCCTGTTAAGTCGATTCAAACTTTTAGAGATTCCT 

TACTGTATGGACTTGATGCTAATTGGAACGATAAGGATTTACAAGAGGCTAAGTTGCGGGTTTTCC 

AAAGCGTCGATGCTCCAATTAATATCTCTTCTCAGGGTGCTAGTGCCTTCTTTGAAAATATAGATG 

ATTACTTGAGACAGGAAAGAAGAGAAAACTTTTTGGGTACCACTTTAAAGGATCTCAGAGATGTGA 
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CTGAAAAGTATCTTGTTGATAACCAAAACAACCTTGTCACTGTTATTGGTGACAATGAAATTTTAA 
ATGTCGATAATAAATGGCAAATTAGAAATTTTCAAGTATAG 

YDR430C_hoinolog 1034aa (SEQ ID NO 328) 

MLKTRLKQSRAISRWRRYACSHPISPNLDKYPVGLKLHGYEVTQTSPIPEFSLTAVSLKHTESGA 

THLHLDSP^roSNNWSIAFKTNPPDNTGVPHILEHTTLCGSKKFFVRDPFFKMTlmSLSNFM^ 

GHDYTFYPFATTNSKDFENLMDVYLSSVFEPQLNHTDFLQEGWRIENQNVHDISSKLEFKGWYNE 

MKGQYSNSAYYFYIKFLESIYPSLNNSGGDPKKIVDLSYEGLLEFHSKNYHPSNAKTFTYGKLPLE 

DSLSKISKYYESFEKKVSSVDVKQPIFSTDKSEIFDVTIPGPVDTMNGKETSEQYCTSITWNLGNP 

LDPNMQYDIFKWKILSSLLFDGHNSPFYQELIESGYGDDFSANTGLDSTTALLSFTVGLNYLTKQK 

VDNFNEKVMEIINNKIIPELSNEESSSYHGRIDAILHQIEIGFKRHKPDFGFGLLSSIVPSWVNGV 

DPIDTLQVEKILSHFKEDYKQNGLRIFKELLEKTLCNPHSQKFKFTMEPREDFTKQLVKDENLMIE 

KRVSELTEDNKKAIYEQNLELAKLQLEDQNTEVLPTLTIDDIPKRGDFYAIDLGQVNKKWHERW 

DTNGLVYANALKD I S YL PTKL YKYLPLFNNCLTNLAGTENTP I TELETKI QMLTGGITF S SKI STD 

PYNIEQLKLQYVLSGMALKEKSSSVYDLWLEILTTTKFDTSDEVLEKLSVLIKNMGQNQINNIADR 

GHSYAAAVSSSKLTPSKYISDIVSGLSQVQFVMELNSKLESEGKEYLAKEIIPILQEIQKYVLQGE 

FRYRLVGNQEIIVENEKLIEKFDKDISSNRPTLSLTVTDGLSALLNSFNYNHTSENVLVNLPFQVG 

YSSLGKIGSSYSSKDGASLQILSQLYSFKNLHSKIRESNGAYGGGLTYDGLNGTLNFYSYRDPNPV 

KSIQTFRDSLSYGLDANWNDKDLQEAKLRVFQSVDAPINISSQGASAFFENIDDYLRQERRENFLG 

TTLKDLRDVTEKYLVDNQNNLVTVIGDNEILNVDNKWQIRNFQV 

YDR450W_YML026C_hoinolog 1366bp public: 1..1366; exon 1: 501.. 548, 

intron 1: 549.. 976, exon 2: 977.. 1363 (SEQ ID NO 329) 

TTAAGAACTAGCAGATGTAAAATGTTTTATGTCATTATATAATTTGTTAATACATGTATATAGATT 

TTTTAATGAATGTATTCCCTAAATAGAACAGAATTATGATGCTGTTACAGCAAAAACTGGTTTGAG 

TATTGGAGAATGTTATAAACTGAAATTTGATTTACAACCAAAACCCGTGTCACGTGTAAGTAATTA 

GGGCTTTTAGGGCTTTCTATATACAGGCACCAGAATTTTTTTTTATGGGCGATAGAAATAATGTAT 

GCGCGCGATTCTTCCTGCTAGAGGTTTTTCTTTTTGTATGTCTGTAACAGTGCGACTCACATAGTT 

AAGTAATTTTAAAGCCAGAGATTGTGTACAGTCGCACGCCCCCTAATCACATAGTTAATTCTCAAA 

CTTTCTCTCTTTCTCTCTTTGCTTTTCTCCTAAGGAAAAAAAAAATTTATTTCATTTGTTGAAAAT 

TTTTGTATAGTTCAGTTTAACAACACCAGTAATCAAACATGCCATTAGTTGTCCAAGAACAAGGTT 

CATTCCAACACATTTTACGGTATGTGAGTGTATTATAAGATTATTTGAATGAGATAGAAAAGGGTT 

AAG6AAGGAAAGAAATTATCCAACTACTGTTTTGGGAAAGATTAATCAGAAATTTGAATGCAATGA 

AAAAACTTTTTCAAGAGATGGATATGGAACAAGATTCGATTGTTATCAACAAATATAAAGAAAAGC 

AATGATTTACTACTGTTTGGGAAAGATTTTGGATATGTGTATCAACAATACTACTATTTACTTTGG 

AGTAATATGTTTTCAATATTATCAGAGACTTATCAAAATTTATGAGTTTATTATTATTGAAGTTCA 

ATACCATCAAGCCTTTTTTTTAACCATCACTCTATTCAACAATCATTTAAATATTAAAGTCTTTTT 

TTTCCCTGTTTAAAGTATTCGATTTACTAACATTATGAATTATTATTATAGTTTGTTAAACACCAA 

CATTGATGGTAGAATCAAGATCATGTACGCCTTGACCAAGATCA6AGGTGTCGGTAGAAGATATGC 

CAACTTGGTTTGTAAAAAAGCCGATGTTGAATTAACCAAAAGAGCTGGTGAATTGACCCAAGAAGA 

ATTGGAAAGAATTGTCACCATTATGCAAAACCCAACCAACTATAAAATCCCAGCTTGGTTCTTGAA 

CAGACAAAAAGATCAAGTTGATGGTAAAGATTACCATGTTTTAGCTAACAACTTGGAATCTAAATT 

GAGAGATGATTTGGAAAGATTGAAGAAAATCAGATCTCACAGAGGTATTAGACACTTCTGGGGATT 

GAAAGTTAGAGGTCAACATACTAAAACTACTTCTCGTGGTCGTTAA 

YDR450W_YML026C_homolog 145aa (SEQ ID NO 330) 

MPLWQEQGSFQHILRLLNTNIDGRIKIMYALTKIRGVGRRYANLVCKKADVELTKRAGELTQEEL 
ERIVTIMQNPTNYKIPAWFLNRQKDQVDGKDYHVLANNLESKLRDDLERLKKIRSHRGIRHFWGLK 
VRGQHTKTTSRGR 

YDR471W_YHR010W_homolog 1327bp PathoSeq: 1..1327; exon 1: 

501. .530, intron 1: 531. .946, exon 2: 947. .1324 (SEQ ID NO 331) 

ATAGTTATTACAATATAATAAAGCAAATAAATAAAAGAAATGATAAAGAACCATATTAACAAAGTT 

TGAACGTGCTGTAAGTAAATCTTGTATACGAGAATATTCATCTTGGAATATTTCTAAACGATACTG 
GTAATACCTAATTCTATTTGGTGTGGTGCATCACGTGCTAGGGCTATAGCCCTAATAGTATATGCA 
GTCGCATACATTAATTGGTCATCTCATAAGTAAATTATATAATGTATAGTGTGCGCGCACTGTAAT 
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TTTTCACACTAAGTTAAGGAGAGTGCGAAAAATTTAGTACTAACAAAATTGTATTGTGTTGTGTGT 
GGCTATTGGGCAGAGCGAAAATTTCACCCCTACTGAGAGGAAACTGTGAGGGAGAGAGATACACAC 
AAACTCTGTGCGCAAGAAGAAAGACAAAAAATTTTTTTGAAAAAAAAAAAAGAGACAACCAACCTT 
TTATTGTATTAACATTTTAAGATATCAAGAAACTAAAAATGGCTAAGTTCATCAAATCTGGTAAAG 
TTGGTATGTAAAAATGAGTACCTATATGGGTAGACAATGATAGATTTATTGGCCAACTATGAATGG 
GATAGATATATATGATATGGGAGAGAATTTTGAAGGATTGAAATATTTTATATAAAAGAGAGAAGC 
AAAGAGAAATAATGAACAATTGAAAAGAAGATACAAATACTGTTAATTAAACTAGAATATGCCATT 
GAAGATTTAAATGATTACCATCGTAATAAATTTATTGGAATTTGGGAGATTCTTTTGGAGTTAAGA 
AAAAAGCAAGTGATTGATCAATCACTATGGAGCCGTCACAAGACATCAACGAATCCCACAACATTT 
TTATTTATTCATATCCATCATATGGCAGTAACAATCATGAATCTACAAATTACATTTAAAAAAAGC 
ATTATACTAACTAAATTTTTTAGCTATT6TTGTAAGAGGTCGTTACGCTGGTAAAAAAGTAGTCAT 
TGTGAAACCACAT6ATGAAGGTACCAAATCTCACCCATTCCCACATGCCATTGTTGCTGGTATTGA 
AAGAGCTCCATTGAAGGTTACCAAGAAGATGGATGCTAAAAAAGTTACCAAAAGAACTAAAGTCAA 
GCCATTTGTTAAATTAGTAAACTACAACCATTTAATGCCAACTAGATACTCATTAGATGTTGAATC 
ATTCAAATCTGCTGTCACTTCTGAAGCTTTAGAAGAACCATCTCAAAGAGAAGAAGCTAAAAAAGT 
TGTCAAGAAGGCTTTTGAAGAAAAACATCAAGCTGGTAAGAACAAATGGTTCTTCCAAAAATTACA 
CTTTTAA 

YDR471W_YHR010W_homolog 136aa {SEQ ID NO 332) 

MAKFIKSGKVAIVWGRYAGKKWIVKPHDEGTKSHPFPHAIVAGIERAPLKVTKKMDAKKVTKRT 
KVKPFVKLVNYNHI^PTRYSLDVESFKSAVTSEALEEPSQREEAKKVVKKAFEEKHQAGKNKWFFQ 

KLHF 

YDR486C_homolog 1157bp PathoSeq: 1..1157; CDS: 501.. 1154 (SEQ ID 
NO 333) 

TTCCAGTCATTCCGAAATGCATAAGCAAGACGTTAGTTGTATTGTGGTTGTTTAGTCTAATCCAAA 
AATACTTGCCATGACGACCCACTGAAGTAACAACTGCATTTGTTAAGGCTTTTCTCATCTTATTCA 
ATTCTTTTTCAGCATCATTCGTATCTTTAAGCACAGGGAATAGCAATGGATCATGTAACAAATTCA 
CTTTCGTGATTCGAAAGCCCAAAATGTTTCGTTTTAACAACGCACACACATGTGAAACCTAAACCG 
AGTTAGTCGTCAAGAAAATAATTCAGTGTTAAAGTCTGTACCTTAAGCGTCAAACGTACTTCTGCA 
ACCTCTGGCATTGAGTGTAATTTAAATATTCATGATAATCTGGAACTACAAGCTACGAAAAAAAAA 
GAAAAAGAAAAATAGTACGAGTTCTTGGTGAGATAAATAATGGAGAACACTTTTTTTTTTCTCTTT 
GGAGGTTTTAGAAGGCAAAACCAAATCTAGACAAGGAGATGAACAGATTATTCGGAACGAAAAGCA 
CTGCGCCCAAACCATCTTTGAATGATGCAATCAAGGGAATCGATGAAAGAGTGGGGTCTTTGGATG 
TTAAATTAAGCAAGATCAACTCGGAATTATCCACATACCAACAAAAGATAAGCAGAATGAGAGACG 
GACCCGGGAAGTCGGCACTAAAACAAAAAGCAATCAAGTTACTAAGACAGAGGAAGCAGATAGAAG 
CTCAAAAGGATCAGTTAGAGAATCAATCTTGGAATATGACACAAGCTTCCATGACAACAGATAACT 
TACAAAATACCATGGTCACAATAAATGCAATGAAAACAGCCAATAAACTGTTGAAACAAACTTATG 
GAAAAATTAATATCGATGAATTGGAAGATCTTCAAGATGAAATGTTGGATTTGATTGATAAATCAA 
ATGAACTACAGGAGGCACTTCTGACGAGCTATGATGTACCCGATGACATCAGTGAGCTGGAGTTGG 
ATGCTGAATTAGAAGCTCTTGGCGAAGAAATTGATTTTGAAAATGAAATGGCAGAGAGTGGGATAG 
GTGCACCTAGTTACTTAAATGATACAGAACCTACAGCAGCAGATAAATTGCCTACATTTATTGACG 
AACAACCAGAAGAAGCTCAAAAAATCGCAAACTAG 

YDR486C_homolog 218aa (SEQ ID NO 334) 

MNRLFGTKSTAPKPSLNDAIKGIDERVGSLDVKLSKINSELSTYQQKISRMRDGPGKSALKQKAIK 

LLRQRKQIEAQKDQLENQSra^IMTQASMTTDNLQNTMVTINAMKTANKSLKQTYGKINIDELEDLQD 
EMLDLIDKSNELQEALSTSYDVPDDISESELDAELEALGEEIDFENEMAESGIGAPSYLNDTEPTA 
ADKLPTFIDEQPEEAQKIAN 

YDR507C_homolog 455 Obp PathoSeq: 1..1424, public: 1524.. 4550; CDS: 
501.. 4547 (SEQ ID NO 335) 

GAATGAGATTTTTTTTTTTACTAAGGGTGCACTACTACTAGTTATTTGTTTTGTTGTTGACGATCA 

TTAAAGAAAAAATTTACAGTATACACAAAACACTTTACTTCTGCTGTTTTTTTTTTATTTTAGTTT 
TTGGTTTCATAAATTATTAAAAGAAAGCAAATAATTATTGAAATAAATTTTATATTTTTGGTTTTT 
TTTTCTTTGGTTTCTTTGAATTTTGCAAACCAATCCAAATTTTTTTTGAAAATTTTTCCTTCTTCT 
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TCATTTGTTGACTTTTGAAAGTTTTATTCATCCATATTCTTCAAGTTAAAATAGTGTTCAATATCT 
GTCCAACCAAGAAGAAAACCAATAAACAACATCAATTCCAACTTTGTTTACATCAAACAGAAACAA 
AAAACAGATAATTTATAGACACCTTCATTCATTCGTTATTTTTTTCCAAGTACTACACGTCTTTAT 
TTTTAATACATTTATCATAAACAAAATTTATATCAATAATGCCACATTCAAGACAACCTTCGATAT 
CGTCATCGATTATGTCCCAATCAAATCATAATCATCCACAGAAGATCGGACCTTGGAAATTAGGTA 
AAACTTTAGGAAGAGGTGCCACCGGTAGAGTCTTATTAGCTACTCATCAAACTACTGGTCAAAAAG 
CTGCCGTTAAAGTAGTTTCCAAATCCGAATTACAAGACGAAGAAACCGAGAAAAATGGAGATGGAT 
TACCATATGGTATAGAAAGAGAAATTATTATAATGAAATTATTAACTCATCCTAATGTTTTGAGAT 
TATATGATGTATGGGAAACATCTAAGGCTCTTTATCTTGTTCTAGAATACGTTGAAGGTGGAGAAT 
TATTTGATTTATTGGTGGAACGTGGTCCATTACCTGAAGTCGAGGCTATCAAGTATTTCCGTCAAA 
TCATATTGGGTACGGCTTATTGTCATGCTCTTGGTATATGTCACAGAGATTTAAAACCAGAGAATT 
TGTTACTAGATTCTCAATTGAATGTAAAATTAGCCGATTTTGGAATGGCAGCTTTAGAAAGTAACG 
GCAAATTATTAGA6ACTTCTTGTGGTTCACCTCATTATGCTGCTCCAGAAATCGTTAGTGGATTGA 
AATATCATGGAGCTGCTTCTGATGTTTGGTCTTGTGGGGTTATATTATTTGCCTTGTTGACAGGTA 
GATTACCCTTTGATGATGAAAATATTAGAAATTTACTTCTTAAAGTCCAGGCTGGTAACTTTGAAA 
TGCCCGTTGATGAAGTTAGCAGAGAAGCTAGAGATTTAATTGCTAGAATGTTAGAGGTTGATCCTA 
TGAGAAGAATATCTACTGAAAAAATCTTAAGACACCCATTGTTAACCAAATACCCAATGTCAAACG 
AAGATTTAATCAGTGAAAAATCATTACCACATCCACATACTGGTTACAAATCTTTAGGGTCAGTTA 
GAAACATTGATAAACAGATTTTATCAAACTTGACAATTTTATGGAATGATAGACCCGAAGAGGAAA 
TTGTTGATTGTCTTTTGAAAGATGGATCCAATCCAGAAAAAACATTCTATGCATTATTGATGAGAT 
ACAAGCATAATCAAGACGATAACACTAATAACAATTCACCAAAGAAATCAACGAGTTTCAATAATA 
AAGTGGTACGCAGTGGGTCCAAATACAGTCTTAATGGAACCCCTAGAAGAAAAAGAGCCAGTCACA 
TAAGTGTGTCAAGACCAACATCTTTCCAATACAAGTCTAATCCTGGCGCTGGTGCAACAGCAAATA 
GAAACTCCGTTGCCAGACATTCTGTGGCTTCCTCGGCCAACAATTCTCCTCGTAAATCACCATACA 
AGTCACCATACAGATCACCTTATAGATCACCATATAAATCGCCTTCTAAGAGATATTCATATAATC 
AATCCCCAACTAAATCTCCTTACGGAAGAAGATCAAATTCACAAAGACAATTTGAAAATGAACCAT 
TAAAGGCAAAGCCAAGAAATATTTACAATGAGATTGTTGATGCACAAAGCAACTTTTCTCTACCTC 
CATCGCTTCCACCTTCCTTACCTTCAAAAGATTCTCGTTATATGATCGATGAACCCAATCAACCCC 
AGTTGCAACAACCTGCTTTAAGTCAAGTCCCTGAAAATCCTATTGTTGATGAATCCCCTGATTTAA 
TGCAGTCAGCAAAAATTTCTAGTGGAAAGAGAAATTCAATAATAGGAAAGAACAACAACAACAGCA 
ACAGCAACAAGAGAATGTCTAAGAGAAAATCAATTCGTGCATCTATGACCACGGGATTGAAAAGAA 
ATTCCATAACCATGAAATTGTTATCTACTTATGCTAAATTATCAGGTGATGACGACTGGGAATACA 
TGGATAAACAAACAAAAAGAACATCGGCTACTTTTGCAGCATTGTGTGACAAAATATTTAATCAAG 
AAGACTATGACGAAGAAGACGAACAATTAGTTGATCCTGAAGAAAAGGAAGCCAAGGAATATGAAA 
GGTTAATGGAATTGGAAAGAAAGAAACATGAAGCTGAGTTGAAAGCTAGAAGAGAATTAGAAAAGA 
AGAAAAGAAGACAAAAGAGACGTTCCATTTTGAGTTCTAAGAAATTAAGTATTATTGTCAAGAATG 
ATGCTGATCCAAATAATAGTGAACAAGAGTTGGTCGATGAAGGTATAAAACAACCAAAACGTCAAT 
CCAAAAACTTGACCGCTTTAAGAGCATTATCTGAAGGAAATty^TGCATCTGAAGAATTGACATTGG 
AAGACGTTGAGAATTTGAAGAGACGATCAGCATCACAGCCGGTTCCAAAAAGAAGACAAACTCCGG 
TTTTGACAAGAAGACCTGTATCAAGATTAGATCCATTATGGCAAGCACACGAGAATGAACAGTTAG 
ATAGAGCAAAAGATGCCTTGGAACAAGAATGGAGGGATTCACAAAAGAGAAGTTCTACTGTTAGTC 
GTAAAAAAGTCAACAGAGAGTCGATGATATCAGTTATGGATGATATTGTTGAAGAGGACCAAGGCC 
GTGTCAACAGGAGATCAACACGAAACACTTACTATGAAAGGGAAAGAGACTATGAATTACCAGAAC 
CAACTGTGGAAGATTCCAACTTGACTGATGACTACATGACAGAAATCAGAAAATCAAGACTTTTGA 
ACAGTCAGTTAAATGTTAGGGATCCACTTAATGAAAAAAGAAAATCTGAACCCAAGACTCTTATTA 
GCAATGTTCAAATACCGAGTGTTACTAGAAAATCAAGAAATTTCACTACTTCCAACAAAAGGTTGT 
CGGTATTGTCTATGTATTCAACAAAGGAATCATACCGTGATTTGAATTCTATAATTAACTCACCAG 
ATGAAAACCCCGAACAGCATCAAAACATGAACAAGCCAGCGTTACGAACCAGTATTGCTGATCGTT 
TGGATAAAGCTGGATTGGCTGAACCAGAATATGAAACTGAGACTGATGGTGAAGATAAAGTGTCTG 
TTATTGATTTGGATGATCATTTAGCTGATAGAAGGACTTCCTATTATGATGGATCTGGAAAGAGAG 
CATCTAGAGCTTCAACAACTAAACGTTACAATGTTCATTCCAGTTCAGAAAAAAGACCAAAATCCA 
AAGTTCCTGATTTGCCAAAGAATGATTATGATGACACATTTGTCAGTAATAGTGATGAAGTTCATA 
AGCGTCAGTATAAATCGATGGTTTCTGATGAGTCTAGTGCATCTGATGATGTATTTGATAAGATTA 
AATTACCAGATGGTAAATCAACTAAATCTTCCATTGATGAATTGGCTAACGGCACGTCTACAAGTG 
GTCATAGAAAACCAAAGATAAGACATTCTCAACCGGGCCCAGAAATGTTGATTCCTCATTTGAATG 
GAGGTATTGAGTCGTCTCAACCAATGTCTAAAGTTCGTGGTAACAATTCAAGTGGTCATGATGATA 
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GTGTTCCACCACCACCGCCAGCTCACAAGGTGAATAAAAAACCATTGGATGATAAGACGAATTTCC 
CTCCACCAGAAGTGGATCCAAAAAGAAAAGGTTCATTTTTTAGAAAACTTTCTTGGGGATCCAAAA 
AAACCATTGAAAATAATACAAACGCCGCCACTAATACCACGACTCAACAACAATTACCAAGTCCTG 
CTGAATCAAAAGAGGAGAAACCAAAAAGTTCATTTTTCAGATGGTTTTCGTCATCTAATACTCCAT 
CTGCTGCTGAAATTAGAAAATTCAACACCATTTTACCTAAACATGAAATGTCTACTGCTTTATTTG 
CTTTATTGAATTCTTGGTCTAATTTTGGTTTGAAAGATTTACGGAATGATCAAGTTGGATATTATA 
TTACTGGTGCTATTTCTAAACATAATTCTTTTAATTTAAAGAGTTGTAAATTTAGAATTAAGATTA 
ATCAAAGAGATTTTAATCAAAAATCAGAAATTGTTTGTGTTAGAGTGAAAGGATCTAAAGTTACAA 
CTGATACTTTATTTTGTGAAATTGAAAAGGTCTTACTCAAAGAAGGTGGTTTAGATAAATAA 

YDR507C_homolog 1349aa (SEQ ID NO 336) 

MPHSRQPSISSSIMSQSNHNHPQKIGPWKLGKTLGRGATGRVLLATHQTTGQKAAVKWSKSELQD 
EETEKNGDGLPYGIEREIIIMKLLTHPNVLRLYDVWETSKALYLVLEYVEGGELFDLLVERGPLPE 

VEAIKYFRQIILGTAYCHALGICHRDLKPENLLLDSQLNVKLADFGMAALESNGKLLETSCGSPHY 

AAPEIVSGLKYHGAASDVWSCGVILFALLTGRLPFDDENIRNLLLKVQAGNFEMPVDEVSREARDL 

lARMLEVDPMRRISTEKILRHPLLTKYPMSNEDLISEKSLPHPHTGYKSLGSVRNIDKQILSNLTI 

LWNDRPEEEIVDCLLKDGSNPEKTFYALLMRYKHNQDDNTNimSPKKSTSFrasrKV^ 

TPRRKRASHISVSRPTSFQYKSNPGAGATANRNSVARHSVASSANNSPRKSPYKSPYRSPYRSPYK 

SPSKRYSYNQSPTKSPYGRRSNSQRQFENEPLKAKPRNIYNEIVDAQSNFSLPPSLPPSLPSKDSR 

YMIDEPNQPQLQQPALSQVPENPIVDESPDLMQSAKISSGKRNSIIGKNNNNSNSNKRMSKRKSIR 

ASMTTGLKRNSITMKLLSTYAKLSGDDDWEYMDKQTKRTSATFAALCDKIFNQEDYDEEDEQLVDP 

EEKEAKEYERLMELERKKHEAELKARRELEKKKRRQKRRSILSSKKLSIIVKNDADPNNSEQELVD 

EGIKQPKRQSKNLTALRALSEGNHASEELTLEDVENLKRRSASQPVPKRRQTPVLTRRPVSRLDPL 

WQAHENEQLDRAKDALEQEWRDSQKRSSTVSRKKVNRESMISVMDDIVEEDQGRVNRRSTRNTYYE 

RERDYELPEPTVEDSNLTDDYMTEIRKSRLIiNSQIiNVRDPLNEKRKSEPKTLISNVQIPSVTRKSR 

NFTTSNKRLSVLSMYSTKESYRDLNS I INSPDENPEQHQNMNKPALRTS I ADRLDKAGLAEPEYET 

ETDGEDKVSVIDLDDHLADRRTSYYDGSGKRASRASTTKRYNVHSSSEKRPKSKVPDLPKNDYDDT 

FVSNSDEVHKRQYKSMVSDESSASDDVFDKIKLPDGKSTKSSIDELANGTSTSGHRKPKIRHSQPG 

PEMLIPHLNGGIESSQPMSKVRGNNSSGHDDSVPPPPPAHKVNKKPLDDKTNFPPPEVDPKRKGSF 

FRKLSWGSKKTIENNTNAATNTTTQQQLPSPAESKEEKPKSSFFRWFSSSNTPSAAEIRKFNTILP 

KHEMSTALFALLNSWSNFGLKDLRNDQVGYYITGAISKHNSFNLKSCKFRIKINQRDFNQKSEIVC 

VRVKGSKVTTDTLFCEIEKVLLKEGGLDK 

YERl02W_YBL072W_homolog 1121bp public: 1..1121; CDS: 501.. 1118 
(SEQ ID NO 337) 

ACAATACTAGGCACTGTTGAGTGAGTGAGCATTTTTTCTGTTTCTCACTCAGTTAACAAAATAAAA 
AAAATTTTCATAATTTAGAAGTTTCATTTACAGTCTTTTTTCAATTAACAGTGATACAAGAGTGTA 
TGTAAAGACAACATGTACTAGCAACTATAATATGATTTACCAATGATTGGGATCACAATAAATGTG 
TTAATATGAATGAGAGAAGGATAGTGAATAAGAGATTACGAAAGAATAGATTCAACAAGTTCAGAA 
TGGTATACAACTAAAATGGAATTATTTTCAAATATGCAACTATCATTATGACTACTACGACAACAA 
TTTTAATCGAGAGAAGATCATTAGATCAAGAGTTGGGAAACTAATACCAAGGAAATATCATTAAGA 
ATTAATAGCTTTGCAAAAATTGGTTTTACTCATATTATTTGTTTTAGTTGGAAAGCGATTACATCA 
TGGAACAAAGTTTACTAACAACATTGTTATAGGTAAAAATGGGTATTTCTAGAGATTCACGTCACA 
AAAGATCCGCCACTGGTGCCAAAAGAGCCCAATTCAGAAAGAAGAGAAAGTTTGAATTAGGTAGAC 
AACCAGCCAACACCAAGATTGGTCCAAAAAGAATTCACTCTGTCAGAACCAGAGGTGGTAACCAAA 
AATTCAGAGCTTTGAGAGTTGAAACCGGTAACTTCTCTTGGGGTTCCGAAGGTGTTTCCAGAAAAA 
CCAGAATTGCTGGTGTCGTTTACCATCCATCTAATAACGAATTGGTTAGAACCAACACCTTGACCA 
AATCTGCTGTTGTTCAAATTGATGCTACTCCATTCAGACAATGGTACGAAAACCACTACGGTGCTA 
CTTTAGGTAAAAAGAAGGGTGGTGCTCATGCTGCTCACGCTGCTGAAGTTGCCGATGCCAAGAGAT 
CAAGAAAAGTCGAAAGAAAATTGGCTGCTAGATCTGGTGCTGCTGCCATTGAATCCGCTGTTGACT 
CTCAATTCGGTTCTGGTAGATTATACGCTGTCATTTCTTCAAGACCAGGTCAATCTGGTAGATGTG 
ATGGTTACATCTTGGAAGGTGAAGAATTAGCCTTCTACTTGAGAAGATTAACTGCTAAGAAATAA 

YER102W_YBL072W_homolog 206aa (SEQ ID NO 338) 

MGISRDSRHKRSATGAKRAQFRKKRKFELGRQPANTKIGPKRIHSVRTRGGNQKFRALRVETGNFS 
WGSEGVSRKTRIAGWYHPSNNELVRTNTLTKSAWQIDATPFRQWYENHYGATLGKKKGGAHAAH 
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AAEVADAKRSRKVERKLAARSGAAAIESAVDSQFGSGRLYAVISSRPGQSGRCDGYILEGEELAFY 
LRRLTAKK 

YFL014W_homolog_l 819bp PathoSeq: 1..819; CDS: 419.. 816 (SEQ ID NO 
339) 

TTCTCCTGTGAAAAGTTTCGAGATGTAACGTTTCGCAGTAATAGAGAGCCAGAATCCATTTTTGTG 
TACTACAGACAAATTCAGAAGTTTCAACTGCTGCATATCGCCTTAAATGACTGTAGCATTCGTCCA 
AATTGAGACCCTCAATTACATTTTGTCAAAAAAATTGGTCCCTAGTGTTGCTATCGATAACGAAGG 
TGAAGGCAGTTTAGCTTGGAGACATTTAGAGAACTTAGTTACATCTCATCTTCCGTTTCGAGAAAT 
CGTTGATTTACCGTGCAGCGCTTATATTGATTGCTACTTGTTCCCAGCACCACAGCAATATAGCAA 
TCATAAATAAATTGCCCCGCGGTTGACAGTGTATATCTTCGAGGAATGGCAACCTTTGCCCCCCTC 
TCGAAAAACAATATAAATAGAGTCAATTTCTCTAGTAGAGGTAAATTCTTTGAATCTTGTTTTTTT 
TCGACATACACCATAAATCCCATAGAAAACTGCAAAATGTCTGACGCCGGAAGAAAAAACATTTCT 
ACTAAAATCAACGAAGCTATAACCCCCGAATCCGAAAAGTCTACCTTGGAAAAGGGCAAGGAACAA 
GTCACCAGTACCCTTGACAAAGCTGTTGGCTCAAATGTTCCAGATAACCAAAAATCTTTCACTCAA 
ACTGTTGCAGACAGCGTGCAACAAGGTTCCGATAATGCTAAAGCTGATTTGAAGAAACAATCCGAA 
CAAGCAGAGGGCGAACAAAGACCCTTGCTGAAACAGCTCAAGAATATGTCGAGGTTGCCAAAACTG 
AAATTGGAAAGGCTGCTGAATACGTGA 

YFL014W_homolog_l 106aa (SEQ ID NO 340) 

MSDAGRKNISTKINEAITPESEKSTLEKGKEQVTSTLDKAVGSNVPDNQKSFTQTVADSVQQGSDN 
AKADLKKQSEQAEGEQRPLSKQLKNMSRLPKSKLERSSNT 

YFL014W_homolog_2 884bp public: 1..884; CDS: 501.. 881 (SEQ ID NO 
341) 

CCTTCTCCTGTGAAAAGTTTCGAGATGTAACGTTTCGCAGTAATAGAGAGCCAGAATCCATTTTTG 
TGTACTACAGACAAATTCAGAAGTTTCAACTGCTGCATATCGCCTTAAATGACTGTAGCATTCGTC 
CAAATTGAGACCCTCAATTACATTTTGTCAAAAAAATTGGTCCCTAGTGTTGCTATCGATAACGAA 
GGTGAAGGCAGTTTAGCTTGGAGGCATTTAGAGAACTTAGTTACATCTCATCTTCCGTTTCGAGAA 
ATCGTTGATTTACCGTGCAGCGCTTATATTGATTGCTACTTGTTCCCAGCACCACAGCAATATAGC 
AATCATAAATAAATTGCCCCGCGGTTGACAGTGTATATCTTCGAGGAATGGCAACCTTTGCCCCCC 
TCTCGAAAAACAATATAAATAGAGTCAATTTCTCTAGTAGAGGTAAATTCTTTGAATCTTGTTTTT 
TTTCGACAAACACCATAAATCCCATAGAAAACTGCAAAATGTCTGACGCCGGAAGAAAAAACATTT 
CTACTAAAATCAACGAAGCTATAACCCCCGAATCCGAAAAGTCTACCTTGGAAAAGGGCAAGGAAC 
AAGTCACCAGTACCCTTGACAAAGCTGTTGGCTCAAATGTTCCAGATAACCAAAAATCTTTCACTC 
AAACTGTTGCAGACAACGTGCAACAAGGTTCCGATAATGCTAAAGCTGATTTGAAGAAACAATCCG 
AACAAGCAGAGGGCGAAGCAAAGACCCTTGCTGAAACAGCTCAAGAATATGTCGAGGTTGCCAAAA 
CTGAAATTGGAAAGGCTGCTGAATACGTGAGTGGAGTTGTCACCGGTGCTACCGAAGGTGCCAAAA 
CCGGCGCTGATAGTACTAAAAAATAG 

YFL014W_hoinolog_2 127aa (SEQ ID NO 342) 

MSDAGRKNISTKINEAITPESEKSTLEKGKEQVTSTLDKAVGSNVPDNQKSFTQTVADNVQQGSDN 
AKADLKKQSEQAEGEAKTLAETAQEYVEVAKTEIGKAAEYVSGWTGATEGAKTGADSTKK 

YGL011C_homolog 1244bp PathoSeq: 1..1244; CDS: 501.. 1241 (SEQ ID 
NO 343) 

GAAGGGCACCATAATGAAATCGACTCACTTCAGGATTATAATGGTATGAAACATTGTACTTGTTAT 
TAGTGCCAGGATGATTAGGATCATATATTGGGGTGTTTTCTCGAGTCTTGGTATCGGTTGTAAACG 
TATCTGTTTCACTTATCAGTATCGTCATTTATATTAACTACTTTTCTCCTATGGTTATATATTGGT 
AAACAAAGAAACAAAACAACAAAAAAGAAGTAGTAGTTTTGAAAATTGTCAATAAAAGAAACAAAG 
AATGAAAGAATGATTGAATGAAAGAAAAAAAAAATATGAAAGTGAGTGCGACATAATGTAGAAAAA 
TGTCGAATGTCTTGAACTTTACCCATTGAGTAGTTGTTGTAGTGTAGGAGGAAGAAAACAACAGAA 
AGAAAGAGAGAAAGAAAAATTTCGCCACTACAAATATTCAACAAGTTTCATATAGTAATATAATCC 
CAATTGATCATTACTTTATTCCACACAATTCATAAACAATGTCCAATTCAGCAGGTTTTGATAGAC 
ATATCACTATTTTTTCTCCTGAAGGTAGATTATACCAAGTAGAATATGCTTTTAAAGCTATCAATT 
CAGCAAATATCACCAGTTTAGGAATCACAGGTCAAGATTCTGCCGTTATTATATCACAAAAGAAGA 
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TCCCAGATAAGTTATTAGATCCTAAAACCGTGTCATATATTTTTAAAATCACTCCTAGTATAGGAA 
TGGTTGCCACTGGATCAATTGCTGATGCTAGAGCTCAAGCCATGAGAGCAAGATCTGAAGCTACAG 
AATTTAGATATAAATATGGTTACGAAATGCCGGTGGAAAGTTTATCAAGAAGAATGGCGAATATAT 
CTCAATTGTATACTCAAAGAGCTTATATGAGACCATTGGGTGTTGCTTTAACTTTTATTCAAGTTG 
ATTTTGCTGATGAAGGTAGAGGTCCACAAATTTTTAAATGTGATCCTGCTGGATATTTCACTGGGG 
TGAAAGCCGTGGCCACTGGTCCAAAACAACAAGAAGCAACGACTTATTTAGAGAAAAAATTCAAAA 
AAACCGATGCTGTTAAAGGAGATTGGCAAAAAACTGTTGAATTTGCAATAATTGCCTTGAGTTCTG 
TGATTGGAACTGAATTCAGAAAAAATGATATTGAAATTGGTGTTGCCACTGAAGGAGAATTTAGAA 
TTTTGACACCAGAAGAAATAGACGAAAGATT6ATTTCAATAGCTGAACAAGATTAG 

YGL011C_hamolog 247aa (SEQ ID NO 344) 

MSNSAGFDRHITIFSPEGRLYQVEYAFKAINSANITSLGITGQDSAVIISQKKIPDKLLDPKTVSY 
IFKITPSIGMVAT6SIADARAQAMRARSEATEFRYKYGYEMPVESLSRRMANISQLYTQRAYMRPL 

GVALTFIQVDFADEGRGPQIFKCDPAGYFTGVKAVATGPKQQEATTYLEKKFKKTDAVKGDWQKTV 
EFAIIALSSVIGTEFRKNDIEIGVATEGEFRILTPEEIDERLISIAEQD 

YGL031C_YGR148C_honiolog 968bp PathoSeq: 1..968; CDS: 501.. 965 (SEQ 
ID NO 345) 

CATTGTAGGTACACCTGTTTTTGCTCAATGTACACACACACGCACCAGCAGTAGGAAAAAAAACAA 
AATTAAATGAAAAATCATTTTCGTTCAATATTAAGCTTCTTAAGATAACCAACCAATTAATATGTA 
TGTGACATACCATATAAATAAAGCTACAAATGGGGATAACTATGTATTTAATGATAAATGAATGGA 
AGACCAGAATGTATAATGTTATAAGATAGTGATTTATATTGAAAACACCCTTAAAAAAATCAACCA 
CCCATCTAACCGTCGAATTGGAAATGTCAATTTAGTTAGCATCGAAAATCAACAAAGACATGGGGA 
ATCATTTACATATAAAATAATGAGAGAGAATTACAAACTGCTACGTTATGTTTTGTTCATTATGTC 
TTGTTCATTATGTCTTGTTCATTATGTCAAAAAATCTATAGTTACCTACCTCTACATCAATTTATG 
GTCTGAAATACTAACATTTTTTTTATTTATAGTGAAAAATGAAGATTGAAGTTGACTCCTTTTCAG 
GTTCTAAAATCTACCCAGGTAGAGGTACTTTATTTGTCAGAGGTGACTCTAAAATTTTTAGATTCC 
AATCCTCAAAATCTGCTTCTTTATTCCAACAAAGAAAGAACCCAAGAAGAATTTCTTGGACTGTTT 
TGTACAGAAGACACCACAAAAAAGGTATTTCTGAAGAAGCTGCTAAAAAGAGAACCAGAAAGACCG 
TCAAGCACCAAAGAGCTATTGTCGGTGCTTCTTTGGAATTGATCAAAGAAAGAAGAAGTCAAAAAC 
CATCTGACAGAAAAGCTGCTAGAGACTCTAAATTAGCTAAAGACAAAGAAGCTAAAAAAGCTGCTA 
AAGCTGCCAGAAAAGCTGAAAAGGCTAAGGCTGTTGCTTCTGGTGCTTCTGTTGTTTCTAAACAAC 
AAGCTAAAGGTTCTTTCCAAAAAGTTAAAGCTACCTCCC6TTAA 

YGL031C_YGR148C_homolog 155aa (SEQ ID NO 346) 

MKIEVDSFSGSKIYPGRGTLFVRGDSKIFRFQSSKSASLFQQRKNPRRISWTVLYRRHHKKGISEE 
AAKKRTRKTVKHQRAIVGASLELIKERRSQKPSDRKAARDSKLAKDKEAKKAAKAARKAEKAKAVA 
SGASWSKQQAKGSFQKVKATSR 

YGL043W_homolog 14 18bp public: 1..436, PathoSeq: 437.. 1418; CDS: 
501.. 1415 (SEQ ID NO 347) 

AATCTACCATTAGGCAATGTCATATAATTTAGATTACGAACAGCTGATGACGCAGTTTCATTATCT 
CCATAATTTATAATGGCATACCCTTTGGATTTACCTGTTAATTCATCAAATAATAACTTCACATCT 
AATACTGGTCCAACTGATCTTGCAATATCCCGCACCTGTTCTTCAGTGTAATCAAATGGAAATTTA 
CCTATTGAAACACAAGTGCTTTTACTATCCATATTTAGTTTGAGCTGCCTAGTTTTCCTGATTCTT 
GGTAACAAAAAACTATAATTATTTAACAAATTATCGATAGAATCTCTTCCAAAGTACAACCAATTT 
CGATACATTTTTTTCTATGAGATGTTTTTTTCCCCTTTGTCTTTAACTAATGTATTTGGGTACACT 
ACCTGAACCTACCAGTTCAGTTCAGTCTAAAAAATTTTTTATTTATTGTGTTTGTTTATACTACCC 
TTTGCATATATTACTAATATTTATCTTACCCTTTCATCATGGATACAAAGGAAATAAGATCTACCG 
TATCTAATCTTGAAAAAGCAGTAGATGACACCACCATTTTAAAGTTGTTGAATATCTTGAATGATG 
GGGTTAAACCATCCGAAAAACTCTTGAGAGAAACCAAAGTAGGTGTAGCTGTCAACAAATTCAGAA 
GTCACGACAGTGCCGAAATCAACGGTTTAGTTAAAAAAATGATCAGAAATTGGAGAGATGCCGTGC 
AAGCCGAAAAGAACAACAAAAAGAAGTTAGCAATAGCAGCTGGAACAGGAACAGGAACACCTTCAA 
GCTCAGCAATTTCGCCATCATCATCGGGTTCTGGAAGTACAACACCAAAACCATCAGAGTCAACCA 
CACCATCGGCTGCCCGTAAAGGTCCAAGAAATCCAAAAACTGACGGTGTAAATACTCAATTATACG 
AAAATGATACCAGAAATGCATCGGTTAGTGCTTTATACACGTCGTTAGCAGTTGATCGTGACGATT 
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CACCAAAACACATTTTGAGAATAGCTATTGAAATCGAGGCTGAAGTATACAAGAGCGAATACCTGA 
AAGTAAGTGACAGTTATAGAAATAGGTTAAGAAGCTTTACCATGAATCTTCGAAATAAGAAAAACC 
CAGAATTAAGAGAAAGAATCTTATCGAAACAAATTTTACCTGCTGCGTTCATTAAAATGACCCCTA 
ATGAAATGGCTCCTGAGGCATTGAAAAAGGAAATTGAAAAATTGCACAAACAAAACTTGTTTGATG 
CTCAAGGTGCTACTGAAAAGAGAGCAGTGACCGATAGATTCACTTGTGGCAAGTGTAAGCACAAGA 
AGGTCAGTTATTATCAAATGCAAACCAGATCAGCGGATGAGCCTTTAACTACATTTTGTACTTGTG 
AAAATTGTGGCAATAGATGGAAGTTTTCATAA 

YGL043W_hoinolog 305aa {SEQ ID NO 348) 

MDTKEIRSTVSNLEKAVDDTTILKLLNILNDGVKPSEKLLRETKVGVAVNKFRSHDSAEINGLVKK 
MIRNWRDAVQAEKNNKKKLAIAAGTGTGTPSSSAISPSSSGSGSTTPKPSESTTPSAARKGPRNPK 
TDGVNTQLYENDTRNASVSALYTSLAVDRDDSPKHILRIAIEIEAEVYKSEYSKVSDSYRNRLRSF 
TMNLRNKKNPELRERILSKQILPAAFIKMTPNEMAPEALKKEIEKLHKQNLFDAQGATEKRAVTDR 
FTCGKCKHKKVSYYQMQTRSADEPLTTFCTCENCGNRWKFS 

YGL103W_homolog 1301bp public: 1..688, PathoSeq: 689.. 1301; exon 

1: 501.. 548, intron 1: 549.. 899, exon 2: 900.. 1298 (SEQ ID NO 349) 

ACATTTATTGTTGGCTATACTTTCCCAGTTTTAAAGGAATGGTTAGGCGGGTCAGTCTACTTTATT 

TTTACT6TAATGTGTTGTGCCAGTGTATGGTTTATCAAGACTAAAGTTCCTGAGACAAAGGGTAAG 

CATTCGTACCA6GAAGTCTGGAATTAAACGGTAGTTACTTCCAGTATATAT6GTGTTCATTGTGTT 

TTGTGTCTAAAGTTGCGTTAGGGCTAAAGCCCTAATCAATAGTAGTGTACTTTGTTTGAAAAAAAT 

AATACATGCAAAATACTGCATATTAGAATTATAAGGGAATGAAAATGAAAAAAAAAAGAATAATTT 

TGTAGATCGCATAGTGTGAGCGCGCACACACACACAAACTTTGTAGTGCTACAGTTTCTCTCTTTC 

CCATACACTCTCGCAGTCGCACGCTTGACAAAAGTTAATTAGAAATAGAAAAATTTCTCATTCCTT 

TTGAGTTTTCCACCATAATCAACTAGTAATAACCAACAATGCCTACTAGATTAACTAAAACCAGAA 

AACACAGAGGTAATGTTTCTGGTATGTACAATTTCACTAAAGTTTTAACGGATGAAAGAGTATTGA 

ATGTTCAAGGACATATGGAGATTTAGAGAAAACATGGAAAACTAATCGAAAATGAATAATGAATGG 

AAAATTTTTTAAACTGAATATCAGAATAGACACAACACAACAGATCCAGAGTCATTATCACATTGA 

TCATACAACCAAAGCAATGAATATGAGTAGTTTGGGAAACCACAACATACGAGTTATTTTTCAGAA 

CAATCAAGTTTATCATTTACAGAAGACAGTTCCATCAATATGTCCAAAATACTCTTTGAAGTCAAT 

TAAAGTCAAATGAACGAATTACTAACTTATTTTTTTCTTTAGCCGGTAAGGGTAGAATTGGTAAAC 

ACAGAAAGCACCCGGGTGGTAGAGGTAAAGCTGGTGGTCAACATCATCACAGAACCAACTTGGATA 

AATACCATCCAGGTTACTTCGGTAAAGTTGGTATGAGATACTTCCACAAACAACAAAACCACTTCT 

GGAGACCAGAAATCAACTTGGACAAATTGTGGACTTTGGTTGATTCTGAAAAGAAAGACGAATACT 

TGAGCAAATCATCTGCTTCTGCTGCTCCAGTCATCGACACCTTGGCTCACGGTTACGGTAAAGTTT 

TGGGTAAAGGTAGATTACCAGAAGTTCCAGTCATTGTCAAAGCCAGATTTGTTTCTAAATTAGCTG 

AAGAAAAAATCAGAGCTGTTGGTGGTGTTGTCGAATTAGTTGCTTAA 

YGLl03W_homolog 149aa (SEQ ID NO 350) 

MPTRLTKTRKHRGNVSAGKGRIGKHRKHPGGRGKAGGQHHHRTNLDKYHPGYFGKVGMRYFHKQQN 
HFWRPEINLDKLWTLVDSEKKDEYLSKSSASAAPVIDTLAHGYGKVLGKGRLPEVPVIVKARPVSK 
LAEEKIRAVGGWELVA 

YGL147C_homolog 423bp PathoSeq: 1..423; CDS: <1..420 (SEQ ID NO 
351) 

GCTATCAAAATCACTGTTCACAATGGTGACAGAAAACACGTTGCTGCTTTAAGAACTGTCAAATCT 
TTGATTGCTAACTTGATCACTGGTGTCACTAAAGGTTACAAATACAAGATGAGATTTGTTTATGCG 
CATTTCCCAATTAACGTTAACATTATTAAAAAAGATGGTCAAGATTACGTTGAAATTAGAAATTTC 
TTGGGTGAAAAAAGAGTTAGAGAAGTTAAAATCCATGAAGGTGTCACCATGGAAATTTCTTCTACT 
CAAAAGGATGAATTGATTGTTTCTGGTAACTCCTTGGAAGCTGTTTCTCAAAATGCTGCTGATATT 
CAACAAATCTGTCGTGTCAGAAACAAGGATATCCGTAAATTCTTGGATGGTATTTATGTTTCTGAA 
AGAGGTACCATTGTTGAAGAAATCTAA 

YGL147C_homolog 140aa (SEQ ID NO 352) 
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AIKITVHNGDRKHVAALRTVKSLIANLITGVTKGYKYKIOIFVYAHFPINVNIIKKDGQDYV^ 
LGEKRVREVKIHEGVTMEISSTQKDELIVSGNSLEAVSQNAADIQQICRVRETKDIRKFLDGIYVSE 

RGTIVEEI 

YGL213C_homolog 1655bp PathoSeq: 1..1655; CDS: 501.. 1652 (SEQ ID 
NO 353) 

GATGATCGCTAACAAGGTACCCGATTTATTCATCAACAAAGAAGCTACTTCATAGAATTGATTCTC 
AACCTTAAATAGCTTGTAGTTTTTATGATTGGGACTAATTGTGCAGCATCGAACAATATTGCCAGT 
TGCATAGAATAAATCGGTATTATTACGGCATACCAATCGATTGTAGGGGGTTGAAGCTGGTGCTAA 
TTCTGGGGTTGTTGCATTTCCAGTCCATAAACGTTGAAACACAAATTGCTGTGTAATTTGGTGAAT 
GAATTGATCAGATGATCCTATGGGTGGCATTGTTAAGGTTGTTCGCTACGATGTATTTCTAGGATA 
ATGAAGGTAAGTACGAACTTATGAGTTTTGATTTCCTTCCTGATGTTTTTTTTTCCTTGTTTTCTT 
TTGTCGTTGTAGCAAGAAGAAAAAAAAAAAGTGTCTTCACAAGTCTTGGACTCAATTTTCACCCCT 
CCACAAACTCAATTTCAATTAACTATCAATAATCCAATATGGGTAAACAGTATATATCTACCGTCA 
GTGCATCTCAGGCTCATAAGCTGGATATTCTTGGTGTAGCTATTACCAATAAGTTCACTGTATCCG 
TGTCTAGTGATGGATATGCGAAATTTTGGGACAACAAGCAAGACGAAGTTCATCTGCCTAAAGAAT 
TTGTCCAACTGGTATTTATAGATAAAAGCGGAATCCATGCGGTGGCTGCTTACGAAAATGTTTTGC 
CAAGCTCTACATTGAAAGTGACATTATTAGCATTTGCATGTTTCAATGGATCTATCATCTTCAGAT 
ATTATATCAATGATGACTTTTCAACTATCGAAAGTCTAACTGATGATATAAAATCATTTGAAAGCA 
ATTGTTGGACCCCTGGCTTTTATCGCGATCCAGAATCCAAACAAGACTATTTTATTACAACCAAGA 
CCAATGGCACTACAGAGGTTCATTTATTGAATATTGTTGATGAAAATGAGAAGGCTGTAATCACAT 
TTGAAAAGTTTGGGCAATTAAAAGGAAACTCTTCTTCTTTCCCAAATTCTTTGGCTATATGTCCAA 
CAGAGAATAAAAAATGTGCTGTGGGGTACATCAATGGTGATGTCTTGTTATATGACTTTGTTAGCT 
TGAAATTGATATACACATTTCGTTCGAGTGATTTGGTGACCAGTAGAAATTCCCAATCGACGTCTA 
TACCTAGGGTGTTGGCATTTTCCCCTGGTGGAACCTTGTTGGCTGTGGCAAGAGACAATCAAGCTG 
CTGGGTCAATTACATTATACGACGTTGAGCATGGTGAGAATGTGGGGTCTTTGGCCACACCCTCAC 
ACTCGGCCAAATCTGTTGTTGGTGGGTTTGCACATCAAGGCTGGATTTTGGGGTTGAGTTTTGATG 
AGGAAGGTAAGCACTTGGCTAGTTGTGGATTTGACAAATGCATAAGAGTCTGGAATTTAGAAACAA 
GCGAAAGGGAAGCAACAATTAGTATATCTATATCAGACTTAGATGATACTACACATAATGATCAAG 
ACGAGAGTGTCGCTTCTGGTGTTGCTTTTATTAAAAAGGGGGTTAGAGGTGGCTCTGGTGGTGACA 
GCAATGAAGGATTATGTGTCGTGAGTTTCGATAGAGGAATAAGATGGTACCGAGAGGCAGGAGGAA 
TATA6 

YGL213C_hoinolog 384aa (SEQ ID NO 354) 

MGKQYISTVSASQAHKSDILGVAITNKFTVSVSSDGYAKFWDNKQDEVHSPKEFVQSVFIDKSGIH 
AVAAYENVLPSSTLKVTLLAFACFNGSIIFRYYINDDFSTIESLTDDIKSFESNCWTPGFYRDPES 
KQDYFITTKTNGTTEVHLLNIVDENEKAVITFEKFGQLKGNSSSFPNSLAICPTENKKCAVGYING 
DVLLYDFVSLKLIYTFRSSDLVTSRNSQSTSIPRVLAFSPGGTLLAVARDNQAAGSITLYDVEHGE 
NVGSLATPSHSAKSWGGFAHQGWILGLSFDEEGKHIiASCGFDKCIRVWNLETSEREATISISISD 
LDDTTHNDQDESVASGVAFIKKGVRGGSGGDSNEGLCWSFDRGIRWYREAGGI 

YGR085C_YPR102C_homolog 1418bp public: 1..1418; exon 1: 501.. 503, 

intron 1: 504.. 896, exon 2: 897.. 1415 (SEQ ID NO 355) 

ATAGAGATGCTTATTCTGGTGGTTCAGTTAATTTATATCATGTCACTGAACAAGGTTGGACTTATC 

ATGGTAATTTCAATGTTGGTGATCTCTTTTGGGAAGTTAAAGAAAAGGAACAATCATTTGTAAATG 

TAGATGGATAAAGTAAGTTGATTGTATAAAAAAA6AATGGATTCATTAATATAAATTTACAAATCT 

GATAATAAACTACAGTAACTATTATGCAACAATTGAAAGTATCCTGTGTCACGTGATTAGGGCTCA 

AAAGCCCTAACAGGTTGCACGTGATGTTGATTTATTTATCCCTGCACACATTGAGTTTTTTTTCTA 

TGGTGAAAATTATTAGTGAGACGATGTTGTTCGCATTTTACCACACACTCTCACACTGAGTGTAGT 

CATACTAACAATCTTCTCACACTATACACAAAAAAAATCTTTCGTTTGAAAAGTTTTGAAAGGTTC 

GTTTTCTCAATAGTATATCCATACAATAACTGCCAAAGATGGTATGTTCAAGTGTTTAAAGAGATC 

GAAATGTTTTGTTTTAATTGGAAGTGATATCATAATGAGAAAATATGGGAAATAGAGATAGGACCG 

AATTAATTGAAAGAGTTTTCTTTTGGGGAAATGGGTTCAATAAGATTTTTCAAGATTGGAATCAAA 

TTATGTCAGATGTGAAGAAGAGTAAATATAACAAGAAGTTCAAATCATTAAAAATTTTATGTAAAT 

ACAACGATTATCAATTACAGTCAACGAATAGAATAAAACAAAAGCCAGCATATAACAGATACCAGT 

GATTCATCCCAGTGATATAAATAATGATATTCAATTAA2\AACAATATTAAGACATTTTTTATTTAT 
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GTATCAACAAAATACTAACTTATCTTTCTTTTAATTAGTCTGACAAATCCCAAAATGTTATGCGTG 
AATTACGTATTGAAAAATTAGTTTTAAACATTTGTGTTGGTGAATCCGGTGATAGATTAACCAGAG 
CCGCCAAAGTTTTAGAACAATTATCTGGTCAAACCCCAGTTCAATCTAAAGCTAGATACACTGTCA 
GAACTTTCGGTATTAGAAGAAATGAAAAAATTGCCGTCCACGTTACTGTCAGAGGTCCAAAAGCTG 
AAGAAATCTTGGAAAGA6GTTTGAAAGTTAAAGAATATCAATTAAGATCTAAAAACTTCTCTGCTA 
CCGGTAACTTTGGTTTCGGTATTGATGAACATATTGATTTAGGTATCAAATATGATCCATCTATTG 
GTATTTACGGTATGGATTTCTACGTTGTTATGGGTAGAGCCGGTGCTAGAGTCACCAGAAGAAAGA 
GAGCTAGATCCACTATTGGTAACTCTCACAAAACCAACAAAGAAGATACCATCCAATGGTTCAAGA 
CCAGATACGATGCTGAAGTTTTGGATAAATAA 

YGR085C_YPR102C_hoitiolog 174aa (SEQ ID NO 356) 

MSDKSQNVMRELRIEKLVLNICVGESGDRLTRAAKVLEQLSGQTPVQSKARYTVRTFGIRRNEKIA 
VHVTVRGPKAEEILERGLKVKEYQLRSKNFSATGNFGFGIDEHIDLGIKYDPSIGIYGMDFYWMG 
RAGARVTRRKRARSTIGNSHKTNKEDTIQWFKTRYDAEVLDK 

YGR118W_YPR132W_homolog 919bp PathoSeq: 1..919; CDS: 482.. 916 (SEQ 

ID NO 357) 

TATTGCGTAATCGTTATCAATGTTTGGATTGTTGCAACGCTGGGTTGTGTGTATATGCGAGAAATG 
AGTAATTGTTTAAAAATAATCGATGCAGCAGTCTGCCACTAAATAAATAAAATGTCATATTGACAT 
GATAAGGATTTATCAATACTGTTAGGTCTATAGCCCTAACTTTAATCATTTACACGTGATACAAAA 
AAGTTGTTTGATCCCGCACGACTATGAGTACGCACTCACTAATTATAGCCTGAAAAAAAAAATTTC 
CACATAGTAAGGGGATTTTGTATGGTGGTGCGCTCGCCTAAGACGTCTGCATACATTTTCTAAAGT 
CACACTGATATAGGGATGTTGTGGTAGTGATTGTGTGTTCCCACCAAATAACTTTGCGGACACTCT 
CATATACTCAATTTTTTTCTTACAAAAATTTTTTTTCTTCTACTTTTTTCAAGAATTCTTCTTTTA 
CAATTCAACAACATCAATCATGGGTAAAGGTAAACCAAGAGGGCTTAACTCTGCTAGAAAATTAAG 
AGTTCACAGAAGAAACAACAGATGGGCTGATCAAGCTTATAAAGCTAGATTATTAGGTACCGCTTT 
CAAATCTTCTCCATTTGGTGGTTCATCTCACGCCAAAGGTATCGTTTTGGAAAAAATTGGTATTGA 
ATCTAAACAACCAAACTCTGCTATCAGAAAATGTGTCAGAGTCCAATTAATCAAAAACGGTAAGAA 
AGTCACTGCTTTCGTTCCAAACGATGGTTGTTTGAACTTTGTTGACGAAAATGACGAAGTCTTGTT 
GGCTGGTTTCGGTAGAAGAGGTAAAGCTAAGGGGGATATTCCAGGGGTTAGATTCAAGGTTGTTAA 
AGTTTCCGGTGTCTCTTTATTAGCTTTATGGAAAGAAAAGAAAGAAAAGCCAAGATCATAG 

YGR118W_YPR132W_hoinolog 145aa (SEQ ID NO 358) 

MGKGKPRGLNSARKLRVHRRNNRWADQAYKARLLGTAFKSSPFGGSSHAKGIVLEKIGIESKQPNS 
AIRKCVRVQLIKNGKKVTAFVPNDGCLNFVDENDEVLLAGFGRRGKAKGDIPGVRFKVVKVSGVSL 
LALWKEKKEKPRS 

YGR277C_homolog 1164bp PathoSeq: 1..724, public: 724.. 1164; CDS: 
196.. 1161 (SEQ ID NO 359) 

AATTCATTTGATCTCTAAGAAGATGAACAGGCCTTGAATGGGAGGGGTTGGTTCGACTTCCACGAA 
ATGTGGTTGGAAAAACTTGAGTCCTCAAAAAGGTTCTCTCGTAAAAGGCCAGAGAAAGAAAAAACC 
ACCAAACCCCCACCACCAACCTAACCTTTTCCTTCCATCCATTCCTCTTTCCTTACTTTGCAAATG 
TTGAATCCAGTTATATTCATTAAAGATCCTATAAAATACGATTATTCACAATTTATTATATCTTTA 
CTCCCGAAATTCATTAATTGTAATCGTATTGATTTAGTTATACTTTGTCAAATCACCGAATCAAAT 
CAATTGAATGAAATTTTATGTTTTTATTATCAATTAATTCGTAATCATAAGAATAATGGAGATACT 
GATGGAGATACCGACAGTTTGCCTATGTTTGATTATCGATTTGAAATTAATATATTATTTAATTTA 
TCAACAAAAAAATTGAATCAATTATGTTTAAATAATTGGAATCATGGATATATTGCGGAAGGTGAT 
AATGATAACAGTACTAACTTGTCATCTTTGCCATTGTCAATAACACAAATATCAAACATTGAAATT 
CCAACAATCCAATCAAGAGCAAATAGTAGTAGTGCTTATAATGATGAGGATGATAAAATTACTACT 
AGTCGGCAATATCAACAATTTAAAACTACTGCTGTAGGTGGAACATTTGATCATTTACATGATGGT 
CATAAAATTTTATTATCAATGGCAATTTTTTTAACTTCAAATAAATTAATTATTGGTATAACTGGT 
TCTAATTTATTAATTAATAAAAAATTTAAATCTCAATTACAAACTTTTAATCAAAGACAAAATTTA 
GTTATTCAATTCATAAATTTATTATTATTGA6TGAAACCAGTGTTATTTTTTTTGAAATTTATGAA 
ATTAATGATGTTTGTGGTCCAACTGGTTATATTAATGATATTGATAATTTAATAATATCTCAAGAA 
ACTAAATCTGGTGGTGAATTTGTTAACAAATTTCGTAAAGATCATGGATTTAAATTATTAGATATT 
ACAATAATTAAAGTGATTGGTGGGAATATTGAAGAAAATTCATGGAAAGGTAAATTAAGTTCAA 



wo 01/02550 



123/161 



PCT/BEOO/00077 



CTGATATTAGAGAACAAGAATATAATCGATTATTAAATCAATAA 

YGR277C_hoinolog 322aa (SEQ ID NO 360) 

MLNPVIFIKDPIKYDYSQFIISLLPKFINCNRIDLVILCQITESNQLNEILCFYYQLIRNHKNNGD 

TDGDTDSLPMFDYRFEINILFNLSTKKLNQLCLNNWNHGYIAEGDNDNSTNLSSLPLSITQISN 

IPTIQSRANSSSAYNDEDDKITTSRQYQQFKTTAVGGTFDHLHDGHKILLSMAIFLTSNKLIIGIT 

GSNLLINKKFKSQLQTFNQRQNLVIQFINLLLLSETSVIFFEIYEINDVCGPTGYINDIDNLIISQ 

ETKSGGEFVNKFRKDHGFKLLDITIIKVIGGNIEENSWKGKLSSTDIREQEYNRLLNQ 

YGR2 84C_hoinolog 1427bp public: 1..1427; CDS: 501.. 1424 (SEQ ID NO 
361) 

CAAGAGTAAAATCTAAATCGTTCCAATGATTTTGGACAGCTCATAGGTTAAGAGGTCTACATGTGT 
TGGTGGCAGTAGTATTGGTATTAAGTGGGTGGGTCATGGTATTAGAGAGTGGGTGTTATAAAAGAA 
GGTTGTGATTTTTTTTTTCCACTGGTGGTGGTGGTGCTGATTGTACTGCTGTTCACTTTATTGTTT 
CGTTTCGTTTTTCCTTTGTTTTGTTGACGTTGACATTTTTTTTGCTGTTGTTGTTGTATGGGAATT 
TTTGTATTAGTTGTTCTTTTTTGTTTTTTTTTACTTGTTCAAAGTTTCATATAATAATAATATTCT 
TGTTTTCATATTTTTTTTTTCAGAACAAGAACAAATACAACTTATATAATTTGATCTTACTCTTAT 
CCCCAGGTTTTTCTATTTGTTTTTGGGTTTGCCATTCATATATATATATCTATTATTCAAATCAAT 
TTGAGGAGTATCATTAATTTAAATTATATCAGTTAACAATGTCGTATCGTGGTCCTAATCAATTTG 
GTAATCAACCTCCACATCATGGAATACCTTCTCAACCTCAACCACATATTGGTCCAATATCTTCCA 
GCAAAAGTCCTTTAGAACAATTTGAAGATGTTGCTAAAAAAGTTGAAGATTGGATCGATGATTATT 
TTAAAGTCTTGAAACCATACGTCCCAGCAATTGGTAGAGCATTTTTGGTGGCCACTTTCTATGAGG 
ATACTTTAAGAATCTTCACTCAATGGAATGAACAAGTTTATTACTTGCACAACTATAGACACTATT 
GGCGTTGGTTGACCGTTTTATTCTTGATCAATAATATGGTGGTTATGACAGTTGCATCCACTTTAG 
TAATTGCCAGAAAAAAGAATAACATTGCTACTATTGCATTGATCGTTGTTGTTATTATACAAGGTA 
TTGGGTATGGTTTATTGTTTGATGCTCAATTTGTTTTGAGAAACTTGTCCGTTGTTGGAGGGTTAG 
TATTAGCATTTTCCGATAGTATTGTTAGAGATAAAAGATCCTTAAACATGCCAGGTTTACCGATGT 
TGAACAATCAAGACAACAAAAAGTATTTCCTTTTAGCTGGTAGAATTTTGTTAGTATTATTATTTT 
TGGGATTCGTCTTTTCTTCTGATTGGTCATTGGGTAGAGTTTTCATTATTATAATCGGGTTAACTT 
CTTGTGCTTCAATTGTTGTTGGTTACAAGACAAAGTTTTCAGCTGCTATCATGCTTATTGTTTTAT 
TCTTATACAATGTGTTCACTAACCAATTCTGGGCTTATGCATCTCAAGATGCTAGACGTGACTTTT 
TGAGATATGAATTCTTCCAAGTTTTGTCAATTGTGGGAGGATTATTGTTAGTGGTTAATGCAGGTG 
CTGGTGAATTCTCCATCGATGAAAAGAAAAAGATTTATTAA 

YGR284C_homolog 308aa (SEQ ID NO 362) 

MSYRGPNQFGNQPPHHGIPSQPQPHIGPISSSKSPLEQFEDVAKKVEDWIDDYFKVLKPYVPAIGR 
AFLVATFYEDTLRIFTQWNEQVYYLHI^RHYWRWLTVLFLINNMVVMTVASTLVIARKKNNIATIA 
LIVWIIQGIGYGLLFDAQFVLRNLSWGGLVLAFSDSIVKDKRSLNMPGLPMLNNQDNKKYFLLA 
GRILLVLLFLGFVFSSDWSLGRVFIIIIGLTSCASIWGYKTKFSAAIMLIVLFLYNVFTNQFWAY 
ASQDARRDFLRYEFFQVLSIVGGLLLWNAGAGEFSIDEKKKIY 

YGR285C_hoinolog 1876bp PathoSeq: 1..1215. public: 1216.. 1876; CDS: 
501.. 1781 (SEQ ID NO 363) 

AATTATTAGTTGAAAAACAAATCATACCTATTGCCAGAGCTCAAATGAAAGTGAGAATTACGTTAT 
CTAAAAAAGCATACTTAAAGACTTTTCAAGATGAAATAAAACCTGTTATTGATCAAATTGTGGAGG 
AAGATAACAATGGGAAACAATATGAGATTGTTGGGATTATAGATCCTATAAATTATAGAGTCTTG6 
TCACATTAATTGAAAATACAGATGGAAGCAACAAAGTCGCTAAAGGAGAAGGGTCTATAGAAGTAT 
TAGATATGTCTGCCATAAAAGAATAAAACTAAACTAGACAAGTGTATAGAATCTTTTTTATTAATA 
GATGCTTATCTTAGTTATGTTCCAGAACAATTCATGTTAGGAGAGAGAGAAACGCAATCACTCAAT 
TTTTGCACAAACAAAAAACGAGAAGATGAAGAAGCAAAAAAGAAAATTTTTTTTTCTCAACCATCT 
TAAATCCTCCTACAATTAATTTCATACCAATAAAGAACATGTCTATTGTATTACCATCAGGAACTA 
CTGACGGATTTAAAGCCGTCTCCAAATACTCTGCCCCAGTGCGTCGTCCAATTGAACCAGTTGGTC 
GTTACTTCTTAGCCCACGCCTCAAGAACTTTGCGTGGACACACTTGGTCTGAATTTGAAAAATTGG 
AAGCTGAAAAGAATGTTAAACAAATCGAAGTCAACGAAGATGAGGATTTGGGAGATGAAGAACAAA 

gtgaagagttattagaacacgatccaagagaatggaagactgccaatttatatgctgttttaggtt 
tatctcatttgagaagtaaagccactgaagatcaaatcagaagagcccacagaaaacaagttttga 
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AACATCATCCAGATAAAAAATCCGCTAGTGGTGGATTAGAAAACGATGGATTTTTCAAAATTATTC 
AAAAAGCCTTTGAAGTTATGTTGGACCCAGTCAAGAGAAGACAATACGATTCTATTGATGTTGAAA 
ATGATCCAAAACCACCAGCTCCAAAATCCAAATACGATTTCTTTGAAGCTTGGGGTCCAGTATTTG 
AAAGTGAAGCAAGATTTTCTACTAAACAACCAGTTCCATTGTTGGGAAATTTAGAAAGCACCAAAG 
AAGAAGTTGATGCTTTCTACAGTTTCTGGGGAAGATTTGACTCTTGGAAGACTTTTGAATTCAAAG 
ATGAAGATGTTCCAGATGACACTGCCAACAGAGATCACAAACGTTATATTGAACGTAAGAATATTG 
CCCAACAGAAAGAAATTGAAGCAAGAAGATCACAAGAGATTATCGAATTGGTCGAAAGAGCTCATG 
CTGAAGATCCAAGAATTAAATTGTTCAAAGAAAAAGCCAAGAAAGAAAAGGCTGCTAAGAAATGGG 
AAAAAGAATCTGGATCAAGAAAAGCTGCTGAAGAGGCTGCTGCCAAAAAGGCTGCTGAAGAGGCCG 
CTGCTAAGAAAGCCGCCGAAGAAGCCGCCGCTTTGAAAGCCAACTCTAAAAAAGCTAAAGAAGCTG 
CTAAAGCTGCTAAAAAGAAAAACAAGAGAAACATCAGAGCTGCTGTTAAAGACAATAATTACTTTG 
GTGACTCAGCTAAATCTGCCGACATTGATGCTGATGTCGATTTGTTAATCGAAAAATTCGACGATG 
TCAAATTAGGTGAAGTTGCTGATAAAGTTAAAGATGCTGATGCTGCTTCAGTGAAATCTACTTTTG 
TTGAAGTTGCAAAGGAATTGGTTGGAGCTGGTTCTTTAGATGCTTCCTATTTGAAATATTTTAACT 
AGATTTTTTTTTTGTAGGAAAATAATATATATAGAATGTAAACTATCAAAAACAATTATACAGAAG 
CTGAACTCAAACAAGACTAAACAGCAAG 

YGR285C_homolog 427aa (SEQ ID NO 364) 

MSIVLPSGTTDGFKAVSKYSAPVRRPIEPVGRYFLAHASRTLRGHTWSEFEKLEAEKNVKQIEVNE 

DEDLGDEEQSEELLEHDPREWKTANLYAVLGLSHLRSKATEDQIRRAHRKQVLKHHPDKKSASGGL 
ENDGFFKIIQKAFEVMLDPVKRRQYDSIDVENDPKPPAPKSKYDFFEAWGPVFESEARFSTKQPVP 
LLGNLESTKEEVDAFYSFWGRFDSWKTFEFKDEDVPDDTANRDHKRYIERKNIAQQKEIEARRSQE 
IIELVERAHAEDPRIKLFKEKAKKEKAAKKWEKESGSIIKAAEEAAAKKAAEEAAAKKAAEEAAALK 
ANSKKAKEAAKAAKKKNKRNIRAAVKDNNYFGDSAKSADIDADVDLLIEKFDDVKLGEVADKVKDA 
DAASVKSTFVEVAKELVGAGSLDASYLKYFN 

YHR021C_homolog 1178bp public: 1 .. 537/917 .. 1178 , PathoSeq: 

538. .916; exon 1: 501. ,503, intron 1: 504. .932, exon 2 : 933. .1175 

(SEQ ID NO 365) 

TTTCATTTGTAGGCATTGTGTAGAATGTGGACTGTAGGAAGGTGCAAAATATATATCCAATAAGTC 
ACATCTCAAATTGGTAGTAGAAGAATTCAACCTTGGGACAGTATTCTCTGCTTAAAATGAGTTTAC 
TGATCAAATAAAATATTGGCTCAACCATTGAAAAGCTATTCTTGACACTTTTTGCAGTTTTAGTTT 
TGGTTGTTTCACAATTGAAAAAAAAAATGTTGAGCCCTAATAGCCCTAATTGTTTGCACGTGATGT 

ATTGCTTTGAGTGAAAAGTGTACATTTGTACACACACAAACAAAAAAAAACTAACTTCTTCCCCCA 
ATATGCTGCGTATAGTGAGAAATCTTCTTCTCTCTTGCCATACTATCGCATTTTTTTTTTTGGTAA 
CTCACGAAACCTAATTGGAAAGAAGAAAAGAGAAAAAAAAAAAATTTTCAGTTTTCAATAGATTTC 
AGTTTTTGAATTATACATATTAGAGAAACAAGTTAACAATGGTATGTTCATTAGATTTACCATGAG 
TTATGGAGGGATATTCCTGGATGATCAGAATATCATAATATAGGAGTATACTATTTTACTGGAATC 
AAGATATAATTGAATTGAAATAAAAATTGAATAAGAGGAAGCATAGAATACGGAATGATGATTAAC 
AAATCAGAAAACATTGTACTACCGAATAATGAATTAGGATCAACATATTAATATCAACTACTACTT 
TAAAAGAACAGGAAAATGAGAAGAGAATCAGCATGAAAGTTACCACCTCAGAAAACGTCAAAGAAA 
TATACTTTTGGTGTGGATCCATGTGTTATTACTGAAATCATCGAAACGAATATAACCCTCCTTTTC 
CCACATTGACATAACTCAGACACAATCTTTCAAATAAAACATGTAATACTAACTATTATTTTTTTT 
TCGTATAGGTTTTAGTTCAAGATTTATTACATCCATCTCCAGCCACTGAAGCTAAACAACACAAAT 
TGAAAACTTTAGTTCAACAACCAAGATCTTTCTTTATGGACGTTAAATGTCAAGGATGTCTTAATA 
TCACCACTGTTTTCAGTCACGCTCAAACTGCTGTCACTTGTGACTCTTGTTCTACTGTTTTGTGTA 
CCCCAACTGGTGGTAAAGCTAAATTGACTGAAGGTTGTTCATTCAGAAGAAAGTAA 

YHR021C_homolog 82aa (SEQ ID NO 366) 

MVLVQDLLHPSPATEAKQHKLKTLVQQPRSFFMDVKCQGCLNITTVFSHAQTAVTCDSCSTVLCTP 
TGGKAKLTEGCSFRRK 
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YHR141C_YNL162W_homolog 1179bp PathoSeq: 1..1179; exon 1: 

501.. 503, intron 1: 504.. 861, exon 2: 852.. 1176 (SEQ ID NO 367) 

TTTATATTGTTTTTTGTTTCTATGTATAGTAATTATTTAATTTGATGTTCCATTATTCATGTAATT 

GTGATGTATTTTTTTTGTTGGTCCTTCTTTGTGTTTTGATATTTTGCAGCTGGTCGGATCATACAA 

ATTTGGAAGGAGCTACCAAAGCAGAAATGATAGCAAAAAAAAACAGGAGACTTTTGGAATTTCTTG 

GTTTAGGGCTCTAGCCCTAATGCCTGTATATAATTGATTGATGCTTTAAAATTTGTGCGGTGAAAA 

ACAGAAGCGAAAAAAAAAGAGCTGGAAAGTGTGATTAACAACAACGAGGGAAGAAAAAAAACTTAA 

TTAGGTGAACAAAAATTAATGTGTGAGCGTGTACATGCACAATTTTCAATTGGTTATTCTCACGCA 

CTAACAAACTCAACCTCCATTGTGAGAAAAGAGATTTTTCTTTGAAAAAAAATTTACATACATATC 

TTAGTTCACTAGTAACTTTCGAAGACAACATAGACAAGATGGGTATGTTCCAGTATAGCAATATTC 

AACAATGAGATACAAGATATTCCTCCAATACAAAGAGATTAATGGTGTTTTTGATAGAGTGTAAAG 

CCATGTGTTTAATAAGAATGATTTGTCAAGGGATAAGATGAAAAGTGGAAATTGTCCAAACAACAT 

TGAAACGAATTTTCTGGGATAGC6TTCAAACAATCAAACCTATCCAGGTTTCTTATGACAATTAAG 

AAAACAAGTCAATATTATCAAAGATGGAGTTTTATAAGGAGAGATATTGAAACATCAAATTGTTGA 

AAGAAATAGCCAACTATTTGGCACCATTTCCTGTGATCATAGAAATACTAACAATCCTCTTGTGTT 

ATAGTTAACGTTCCAAAAACTAGAAAGACCTACTGTAAAGGTAAAGAATGCCGTAAACATACCCAA 

CACAAAGTTACCCAATACAAAGCTGGTAAAGCTTCTTTGTTCGCTCAAGGTAAAAGAAGATATGAC 

AGAAAACAATCCGGTTATGGTGGTCAAACCAAACAAATTTTCCACAAGAAAGCCAAGACTACCAAA 

AAAGTTGTTTTGAGATTGGAATGTGTTGTCTGTAAAACCAAGGCTCAATTACCATTGAAAAGATGT 

AAACATTTCGAATTGGGTGGTGACAAAAAACAAAAAGGTCAAGCTTTACAATTTTAA 

YHRl41C_yNL162W_homolog 106aa (SEQ ID NO 368) 

MVNVPKTRKTYCKGKECRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGYGGQTKQIFHKKAKTTK 
KWLRLECWCKTKAQLPLKRCKHFELGGDKKQKGQALQF 

YIL112W_homolog 3583bp PathoSeq: 1..3583; CDS: 365.. 3580 (SEQ ID 
NO 369) 

GTGCGAATAATACAAGCGATCGTTTGAATAATCCAATGATTAGCTCTGATCAACGAATTCAAAATT 
TTCCCCTCAAGGACGTAGTACAACAAGAGATGAGAAGGGGTTTGAACTGTTTGATTTCAGAGGAGA 
TGACGGTGCAAAAAGATCTACCACCAAAGAAGCACATAATTTTTTGAATGATTCACGAAAGAGTTC 
CATTAGTGATATCTCAAGCCAAAAATTTTCAAGGGAAAGTTCCCGTAATGTTTCACGGGAAAGCAG 
CAGGCGAAGTTCAATAATAAAAATTGATCATCATACTAATGTGGACGTGTCAACGAAACCGGAAAA 
TATAAATAGCAGAGATAACAAAACTGAGAAGAATATGACTTT6AGTTCAGAGTCAACCAAACCGAG 
TGTCGAAGAAGTTAGTAAATCTTTGAAACCAACAATTACCAAGAAAACTTCATTCACTGATTACTT 
AAAATCTGCCAAAACTAAGGCTAAAGAAGAAAAGGTAACAATCGAAAAAAGTGACAAAACGATTAA 
TTCAGAAGAACGAAAAACGGAACCAATTCAACAAAGCGAGCAACTTTTAACGGACAAAAAGGATAA 
TAAACTGGAACCCAATAGTGAAGTAAATTTGAAAGACAATAATGACGACCTGAAAGCTACAGCTGG 
CTGTGCCCTAGGACCTGATAA6AATACTGGAAAAAACGATTCAGATAAATCAGAAACGACTCAACC 
AAAACTTGCCCGCTCAGAATCATTTGCCGATACATCATTATTGTCTCCAGTTAATGAAAGTGATAC 
TGATTTCAATTTCAATGAGTTAGCAGAGATACCGGAAGCAAAGGATGGTTCAGTTGTGGCAGCAAA 
TGTGCTGGAGAACATTGATGAGAATGAAAATATTTCAGAAGCTGAAACTGTTATAGCAGATGACCT 
TCCACGTCTCGATGAAGGAAAGAAACTTTTACGTGAACAAACAGCAGATGTAAAGAGACATAAATT 
GAAGAAAACAAAATTGAATACTATTTTTAGTTCCGATGAAGAGGAGGAGGAGATTCAAGAACCAGA 
TTTCAAACTCCAAGAACCAGAAAAACTACCAGAAGATGACCAACATCCTGATTTTCAAAATTCAAA 
AGCAACAACAGAAATCAGTAACGATAAAACAGAAGTAAATAAGCCAGAAGTGAAAGAGGTTGGCGA 
GAAAGA6AGAAATCACCAACTAGAAGATAGATTACCAATTAAAAAAGAGAAAATGCGGTCGGAGAA 
TGCAAAGACATCTGAAAACGGTGTCAGTTCAAAATCAGAATCTAAGATTTCAAAGTCGAAGAAACT 
ACCTTACAAAGTTAAACGTGATTCAAGTGGTCGATCATTATTACAACGAGCTTGCAAGAAGGGTAA 
TTTTGCAGATGTCCAAGATTACATAGAGAGGGGTGCTAGTGCCAATGAAAAGGATTTCTGTGGATT 
CACATGCTTGCATGAGGCAGCATTGGAAGGTCATACACAAATTGTGAAATATCTCATCGAAAATGG 
TGCTAATGTAAATGCGAAAGCTGATGAAGCTGGTGATTCCGAGACACCATTGATCGATGCAGCTGA 
AAACAAACATCTTGATTGTGTTAAAGTGTTACTAGAAAATGATGCTGATCCTACTATTTTCAATAT 
TGATGGATTCACCGCTTTAACTAAGATTTATAATGAACATGAAGGAGAAGAAGGATATGATGAAAT 
TATTCAAGTTCTAGAAGAAGCAACTGCAAACTATAACAGTCGTTTACCAAGAGAAGTTCAGTTTGT 
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ATCAGATGCTCCTATTGGTAGTGGACCAATCATGGAGGATCCAAATGACAACTATTTTGCAGAGCT 
AATTAAAGGTAAGGGAATATATAAATACGCTGCAGAGAATTCAAAAGAGAAAACAGCAGAATATTT 
TGTTGCTGGTCATAATTTAGAAGGAAAACCAGATATTTTAATTTTAGCTGCTAGAAACGGCCACAC 
AGAACTTGTTGATATTATACTAGGGCTAAACCCTACACCTTTTAATATTGATACCGAGTCAAGTTG 
TGGTGTTACTGCATTATTGGCCAGTATTGGACGCGGTCATTTTGAAGTTGTCGATTCCTTGTTGTC 
CAAAGGTGCTGATCCATTCAAGACAAGAAAAAAAGATGGGTTGAATGCTTTAGAAATTGCACAACA 
CTCGCCACATTTTGATTCACGGGAAGTTAGTGTAATAATGAAATTCATGGAGAAGAAGAGTGGAAC 
CAAAATTTTGTCTGGTATTCCGTCAAGGGTAGTATCTCGTGCAACATCTCGTGCACCTTCTGTTCC 
CGTATCATCAGACGAAGATGACGTAGTGGAAGAAAAAGAAATTACAGCACACACAGAAAATAAAAG 
TGCTGAAAAGAAGCTGGAGGATAAAATCACGAAAACAGTTAATGAGCATGTCAGCAATCGGAAACC 
CCACGAGTCTACAGGTCGAAAACTTGAAAAGACTCATAGCAATGAGGAAAGAAAGCGGAAACGTGA 
ATGGTCAGACGATGAACCTAAAGAACCACATCTTTTGAAGAAGTCT^GTCTGATTTGAAATTGAA 
ATCACTACATAGAGAATTCACTTCTGATGATCACCACACCAGTGAAAGCCATTCAGATTCTTTTGC 
AGAAAAAAGAAAACATTTATCGGCAACGCCACCTGCTCCTCCGCCACCACCACCACCACCACCTTC 
TCAAGCAGTTATCAAGGCACAAGAAGAACAAAAAATCAAAGATGCTGAAGAAGCTAGATTGTGGCA 
AGAAAAGGTCGAAGCTAAAAAGAGGGCTCGAAGAGAAATGTTTTTAAAGTCCGAGAAAGAGAAAGA 
GCAGAAACGGAAAGAAGAAGAAGAATTGCGAGCACAAGAAGAAAAACGAATTGCCAAAGCAAAACA 
GGAAGAACAGGAGAGACTTGCTAGAGAAGCAGAAGAGAAATCGAAA6AACTAGAAGAAAAGAAAGT 
GGGGTTGCGACAACAGTTGACATTAGATCATTATCCGGTTGGATTGC6TTATTGCAAGTTTGATGG 
AAACCCAAATATCTCGGCTGTTGATAAATTTTTGCCTTTCTATGTATTTGTT^TCGACGATAAAAA 
GTATGCTGTTGATTTGCAAGTCTCCTTGATCACGTCAACGGTTGTCAGCAAGGTTATCAATACTGT 
ACAACCTCATCAGAAGAGAGAAATAAATGCAACTGAAAAAAGCAAATTGTGGAAGCTCTTTTTCAA 
GTTTATTGGTATTGATCCTAGGAATCCAAATTGTGATCAAAGAAGCTCAATAACAAATGGTCAAAA 
ACAGTTTCAAAATTTGTTGCTTCATTTTGTGGAGGTAGATTTAGCTGAAGAATTTTTAAAGGAATT 
TCCAGAAGTACACTCAAAAGCAAAAGATAACCAAATTGATGTTAGTTTAGAGTCTTTGAGTGGGTT 
TTCTGATTGCGTCAAGGATGATATAATAGTTGATGGAAATCTTGAAATTGATATTGATTCCAAGAA 
AATCGAAAAGTTTATTCCTCCTCATTTGAATACTAGGAAAGACATTATTAGGACTGTCAGTACTTT 
AGCACACCCACTATGGTGA 

YIL112W_hoinolog 1072aa (SEQ ID NO 370) 

MTLSSESTKPSVEEVSKSLKPTITKKTSFTDYLKSAKTKAKEEKVTIEKSDKTINSEERKTEPIQQ 
SEQLLTDKKDmSEPNSE\«iLKDim)DSKATAGCALGPDKNTGKNDSDKSETTQPKIJ^SESFAOT 
SLLSPVNESDTDFNFNELAEIPEAKDGSWAANVSENIDENENISEAETVIADDLPRLDEGKKLLR 
EQTADVKRHKLKKTKLNTIFSSDEEEEEIQEPDFKLQEPEKLPEDDQHPDFQNSKATTEISNDKTE 
VNKPEVKEVGEKERNHQLEDRLPIKKEKMRSENAKTSENGVSSKSESKISKSKKLPYKVKRDSSGR 
SLLQRACKKGNFADVQDYIERGASANEKDFCGFTCLHEAALEGHTQIVKYLIENGANVNAKADEAG 
DSETPLIDAAENKHLDCVKVLLENDADPTIFNIDGFTALTKIYNEHEGEEGYDEIIQVLEEATANY 
NSRLPREVQFVSDAPIGSGPIMEDPNDNYFAELIKGKGIYKYAAENSKEKTAEYFVAGHNLEGKPD 
ILILAARNGHTELVDIILGIiNPTPFNIDTESSCGVTALLASIGRGHFEWDSLLSKGADPFKTRKK 
DGLNALEIAQHSPHFDSREVSVIMKFMEKKSGTKILSGIPSRWSRATSRAPSVPVSSDEDDWEE 
KEITAHTENKSAEKKSEDKITKTVNEHVSNRKPHESTGRKLEKTHSNEERKRKREWSDDEPKEPHL 
LKKSKSDLKLKSLHREFTSDDHHTSESHSDSFAEKRKHLSATPPAPPPPPPPPPSQAVIKAQEEQK 
IKDAEEARLWQEKVEAKKRARREMFLKSEKEKEQKRKEEEELRAQEEKRIAKAKQEEQERLAREAE 
EKSKELEEKKVGLRQQLTLDHYPVGLRYCKFDGNPNISAVDKFLPFYVFVIDDKKYAVDLQVSLIT 
STWSKVINTVQPHQKREINATEKSKLWKLFFKFIGIDPRNPNCDQRSSITNGQKQFQNLLLHFVE 
VDLAEEFLKEFPEVHSKAKDNQIDVSLESLSGFSDCVKDDIIVDGNLEIDIDSKKIEKFIPPHLNT 
RKDIIRTVSTLAHPLW 

YILl48W_YKR094C_homolog 659bp PathoSeq: 1..659; CDS: 501,. 656 (SEQ 

ID NO 371) 

TAGTTTCTTTTGGCGGTATATCCTCACTCATGATTGATGTATTTGCCCACTAAAAAGAAAACCAAT 
GAAACAATAAGATTGATTGATAGATTTGGTTGTAATTAATCTGATGCTTTCAACATTTGTTTTTGT 
TCGTGTCTCGGTCATTGAGGTTGGGTAAATTGTTTTTCTTTTGAGAATTGTGAGCATGCAATGTCG 
CATGCAAATATGATGTCGCTCAATTGCGACATACTACTTAGGGCTATAGACCTATTGCACGTGCGT 
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TAGTTTTAAACCTAAAAAAACAATTTTGTGCAGTCGTGCACCATTCGTTCTATTTTTCTACTGTGA 
TTGACGTACAAACCTTCACAGTTCACGCACACTTTTGTCGATTCTCAAACCTCTCTCACAGGCTTG 
GTAGGAATGAAAAAAATTTTGGTAAAGGCGAAAAAAAAAAAAAATAAACTTGAATATTTTGGAATC 
CCCTTTTTGATTACTACAATAGATTAAAGTAACTAAAGATGATTGAACCATCCTTGAAAGCTTTAG 
CTTCAAAATACAACTGTGAAAAATCCATTTGTCGTAAATGTTACGCTAGATTGCCACCAAGAGCCA 
CCAACTGTCGTAAGAGAAAGTGTGGTCACACCAATCAATTGAGACCAAAGAAGAAATTGAAGTAG 

YIL148W_YKR094C_homolog 52aa (SEQ ID NO 372) 
MIEPSLKALASKYNCEKSICRKCYARLPPRATNCRKRKCGHTNQLRPKKKLK 

YIL150C_homolog 2297bp PathoSeq: 1..1162, public: 1163.. 2297; CDS: 
501.. 2294 (SEQ ID NO 373) 

ACTCAGCCTTTTGAAATTCACTTTTGGTAAAAGGATATGTAATTGAATCCGCATAATGGACTTTCT 
CTAACTCCATATTGTTGTTCCTACCCTCTTGCGATAGAGACTTTGATCGTGACATTTTGTAAGTGG 
TAGAGGTATGGGTAAGATTATTTTCACCACCGTTTTCCTTTAGCAAATAGTCTAAAGCATTTTCTG 
AATTGTTGAGTTTCGGTACATCATTAGCTATCTTTTGTACAATTGATTTGCTTCTACCTCTAGTCA 

tggaaAtaacaagttaacagcgtgttttgttggtttgttggaacaaataaatttgtggtgtgtaat 
gtgtgtgtttgttttttttttttaccagcattttgtcttgttctaaaaatgaaacagcgcaatgat 
tcttttcatagttttttttttccatacataacttctgacgcgtgcactatatctgctaacatactc 
ggcaacaacaaagaaagagaatttgaactaatccgaagatgaacgaccccagagatgaacaaattg 
actccgatgatgtattaacagaagattcatctgatgaattgaaggacttggtgcaggagtttgaat 
tgaaatatgcagaattaaagaagaacaaagccttgaaaaaacgtcgttcacagtcaccactggaag 
acatgctgaataaacagaaaccccatcaaccggaggtccccagaaccccagaaaaagctaaagtcc 
atttggataaggtagtagaagaaccaaagcaaagaatttttaccaagaaggagcctcgggattcca 
agataaaagaatcaaacttcttaaacaaactctacgagacaagtaataagcatgataaagaagatg 
cccataaaatagatttcagtaaaagaaggtttgagtttcaattggataagtatacttttacgccaa 
aagacgttgttgatgatttagaaccgatatccaagctttacttgcgcagaagataccttgcccaac 
tgcaaattgccgacattattgccgaaactgatagcaacatgaaattccttaaaattgacaagtttt 
tagcgaaaacccataaatcaaacaactatgctgaacccaagtattgtaattggtgtcttgttgcct 
ttgtggtgcgcaaggacccagtgcaggttgctgccaacaactctaaatacatcaagttgaaggttg 
gaaattttatgaattctgtagacttgatgctttttgataaggcttttcagaaaaacgggaaaatcc 
aacc6ggtgatttattattcattttgaatccattgatcaacaagtatgaaatacaagttggcaagg 
gccagtttcagtctgggttcaatttgaaagtagaaaacaccaatgtgtcaagtattttagagatag 
gatcgttaagagattttgggttttgcaagtttactagaaagctagataatagcagatgcaaaaggg 
ccatcaacacaaggacgcaagaattctgcgatatacatttggatatgaagtttaagtctagtacaa 
gaatggaattaaatggaagtgtttcgattagatccccgcaaaaaaacaagaaaaagatgtacatga 
ataaaaatgggtctggctttattaagcaatataacgaggagagtactgttataggaacaagctacg 
gttctcctcttgatccaaaaaggtaccaagacccgaaagtactccagaaccaaatcaagcggcgca 
aactaatagacgacaaggcaaaggagatgcttgaacaaaagctatcgaaactaggttcggcttcat 
tattgaacaatttacaattatctaagaaagaagcaacagataaacttgcgagtgatcgtctgaaga 
gcaaaggattcaccaacacaatgatttcacatattgggtttgatccaacaggtacatctttgaacc 
aaaatagtaccctgcttggcagcaagctgatggaaaaatctcgagcacgggaattgcatgatttga 
gtgttgaaacatctggtcataagtcgttgtcttcgtctaaacaagatcgccagtcgaaagttgcaa 
aatggaacacgaatatcagaactttacaaaattacgatcgacgagttgcca6ccactccttgagta 
cctctcgtcggttacagaatcttgtaggaaagcaaacacacgctacactagtagataaaaggaaaa 
gagtggttgtctcagatgatgaacaaccggggatggaagaagatgaagaagacattgaaatccagt 
ttgacgacgaaaagtctaagatgtcctacatgaaaatgactggagccaggtaa 

YIL150C_homolog 5 9 Baa (SEQ ID NO 374) 

MNDPRDEQIDSDDVLTEDSSDELKDLVQEFELKYAELKKNKALKKRRSQSPSEDMSNKQKPHQPEV 
PRTPEKAKVHLDKWEEPKQRIFTKKEPRDSKIKESNFLNKLYETSNKHDKEDAHKIDFSKRRFEF 
QLDKYTFTPKDWDDLEPISKLYLRRRYLAQSQIADIIAETDSNMKFLKIDKFLAKTHKSNNYAEP 
KYCNWCLVAFVVRKDPVQVAANNSKYIKLKVGNFMNSVDLMLFDKAFQKNGKIQPGDLLFILNPLI 
NKYEIQVGKGQFQSGFNLKVENTNVSSILEIGSLRDFGFCKFTRKLDNSRCKRAINTRTQEFCDIH 
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LDMKFKSSTRMEIJJGSVSIRSPQKNKKKMYMNKNGSGFIKQYNEESTVIGTSYGSPLDPKRYQDPK 
VLQNQIKRRKLIDDKAKEMLEQKLSKLGSASLLNNLQLSKKEATDKLASDRSKSKGFTNTMISHIG 
FDPTGTSLNQNSTSLGSKSMEKSRARELHDLSVETSGHKSLSSSKQDRQSKVAKWNTNIRTLQNYD 
RRVASHSLSTSRRLQNLVGKQTHATLVDKRKRVWSDDEQPGMEEDEEDIEIQFDDEKSKMSYMKM 
TGAR 

YIL167W_YIL168W_homolog 1499bp public: 1..1499; CDS: 501.. 1496 

(SEQ ID NO 375) 

TTTCTTCATCAACTTGCTCAAATGTCTTTGAAAGTGAAAGCTTACTTTTTTGGTTTCGTTTAGGTG 
GCATCAAGGTAAAGGAGGGAGTTTTGGTATAGTTAGGTTTTTGACTTATTTCCTTTTTTGAGTAGA 
TATAACAGAACTACCAAAAGTGAGCCCACATCTGTTAATCTTGAAAAGCAAAATTGAGAAAACCAT 
TTATGCAAGTCGTGTACTGGTGATATTCTTGGTCAATTGCTACACTTTTGTAATGAATACTGTAAT 
GTAGCCGACGTGGGTTGAANAATATATATTTAAGTATATAGAATCAGGTCAATATAAAATGTTTGA 
AATATAACAAAATGTTTCAATGTAAACTGATGGTTAAGGGATTATAAATCAAACTGAGTAGTGCTT 
TTGTTCCTAAAAAACCCATCGTGGTGGTAACGTCAGGAGACCGCGACATCAAATGGAATTCACACA 
ATCAGTCTCCGAATTTATTACCCTTGAAACTTAACTTAATGAAAGAGCCTTCCATCACTACTACCT 
TTGTTGAGGTTACAGACAAACTTCCTACAAAGCCTCCGTGCAGGGTGTTTTTCAAGAATGAGTATG 
AGCAGCCCTCCGGCAGTGTCAAATTAAGAGGCATGGGACACTTGGTTGGCCAGTCTATAGATGTGG 
CCAGAAAACTTGGCAAATCGAACGTA6CAGTTTTTTCGTCATCTGGTGGTAATGCAGGATTAGCAG 
CTGCTTATGCCAGCCAGTTTTTTGGAGTATCGTGCACTGTGGT6TTGCCTGAAAGTTCGAAGCCAA 
CTGTTATAGAAAAGTTGAAATCCTTGGGTGCAGATGTCATTATTCATGGGAAACATTGGGGAGAGG 
CCGATAACTATTTAACTGATTTTGTTATTAAAAATCTTGACAAAACAGTCTATCCGGTCTATTGTC 
ACCCTTTTGATGACCCATTGTTGTGGGAGGGTCATAGTAAGATCATCACGGAAATCATCGATCAAA 
AGCAATTACCCAACTTTGATAAAGTTAAGGGGGTCATTTGTTCGGTAGGAGGGGGTGGCTTATACA 
ACGGAATAGTTGAAGGTTTGGAAAATCATAAGGAGATACCAGTGTTGGCAATTGAAACTAAACAAG 
CGGCCACGTTTCACGAGGCGGTCAAAGAAGGTAAAGTTGTTCATTTACAAAAAGTGCAAACTTTGG 
CCACTTCTTTGGCTTCGCCGTACCTTTCTTCCAAGGCATTAGCAAACTATATTGAGCGTCCTACAG 
TTCTTGCTGAAATTGATGACTTGGACGCTGTTAAAGGTGTTGTTGATGTATACGACCATTTCGGAT 
ATATGGTTGAGCCTGCATGTGGTGCATCCGTTGCATCAGTGATGCACAGGCAAGATTTATTGAATA 
AATTTGGTACATTAAGTCCAGATGATATTATCATTGTTGTCATATGTGGTGGAtCGGCTATCAACA 
AGTATATTATAGACGAATATAGAAGTTTATTAGAAAAAGACTCTTGA 

YIL167W_YIL168W_homolog 332aa (SEQ ID NO 376) 

MKEPSITTTFVEVTDKLPTKPPCRVFFKNEYEQPSGSVKLRGMGHLVGQSIDVARKLGKSNVAVFS 

SSGGNAGLAAAYASQFFGVSCTWLPESSKPTVIEKLKSLGADVIIHGKHWGEADNYLTDFVIKNL 
DKTVYPVYCHPFDDPLLWEGHSKIITEIIDQKQLPNFDKVKGVICSVGGGGLYNGIVEGLENHKEI 
PVLAIETKQAATFHEAVKEGKWHLQKVQTLATSLASPYLSSKALANYIERPTVLAEIDDLDAVKG 
WDVYDHFGYMVEPACGASVASVMHRQDLLNKFGTLSPDDIIIWICGGSAINKYIIDEYRSLLEK 
DS 

YJL034W_homolog 2564bp PathoSeq: 1. .806/1401/2504, public: 

807. .1400/1402. .2503/2505. .2564; CDS: 501. .2561 (SEQ ID NO 377) 

TTTTTGAAAACAGAGAATGAATGAACAATTGATGACCATAGAAATGAAGTGAGAACACATAAATCT 

GCGACACTTCACGTGATAACAACAAAGTGACATGAACAACAAATGTCGTTTGTATAATTTGCGACA 

TTTGTTGTTCAAGCCAAAAAAAGAAAGACAGAAACAGAAAAAAGAAAAATCTCAAAGTTGCCACGT 

AAGCACAATTAATCTTTTTATGGTTGTAACTATTTCTAGTATATTCTACGTAATAGGTGAGGTCCT 

ATATGCAGTACACACAGGTTTTTTTCACAGATGTTGACACAGTGTTGAAAATTATTCACGTTGATT 

TATAAATATACAACTTACCTTCCACGGTTTTTTTTTTGATTTTTGATTTTTTGAATTCTTCTTTCT 

TTTTTTTGTCATTTATTTATTAAAACATTCTCTTGTAATACTTTATTTGATAAATTTTACAAGATT 

TAATTAGATCAATTAGATTATAGAATCATTTCAATATAATGAGATCATCACAATCTTCTTGGTTAC 

CACGTATTGGTTTATTATATGTGGCGTTAGTTATACTTATACCATTTTTGGTTTCACCGAAGCACG 

CATTTGCGGTTGCTGCAGTGAGCGATGATGAATCCTCGACAGATAATTATGGTACAGTCATTGGTA 

TAGATTTGGGTACCACTTATTCCTGTGTTGGTGTTATGAAAAACGGTAAGGTTGAAATTTTGGCCA 

ACGATCAAGGTAATAGAATCACTCCATCATACGTGTCGTTCAATGGCGATGAAAGATTGGTTGGAG 
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ACGCTGCCAAGAATCAAGCTTCCTCTAATGTCAACAACACTGTTTTCGATATTAAAAGATTGATTG 
GTTTGAAATATAATGATGACACTGTGCAAAAGGAACTTAAACATTTGCCTTACAAAATTGAAAATA 
AGGGTAACAAACCAGTTGTTAAAGTTGAATACCAAGGTGAAGAAAAAACTTTCTCCCCTGAAGAAA 
TTTCATCTATGGTTTTGGGTAAAATGAAGAGTATTGCTGAAGATTACCTTGGCAAAAAAGTTACTC 
ATGCCGTTGTCACTGTTCCAGCTTATTTCAACGATGCTCAAAGACAAGCTACTAAAGATGCCGGTA 
CTATTGCTGGTTTGAACGTTTTGAGAATTGTCAATGAACCTACTGCTGCCGCTATTGCCTATGGAT 
TAGACAAAGGCGACCAAGAAAAACAAATTATTGTTTACGATTTGGGTGGTGGTACTTTTGATGTTT 
CTTTATTGTCCATTGAAGGTGGTGTTTTCGAAGTCTTGGCTACTGCTGGTGATACTCACTTGGGTG 
GTGAAGATTTTGATTTCAAGATTGTCAGATACTTGGCCAAACAATTCAAGAAGAAGCACAATATTG 
ATATCACTGCCAATTCTAAAGCCATTTCCAAATTGAAGAGAGAAGCCGAAAAGGCCAAGAGAACTT 
TATCTTCTCAAATGAGTACTAGAGTTGAAATCGACTCCTTTGTTGATGGTATTGACTTTTCTGAAA 
CTCTTTCAAGAGCCAAGTTTGAAGAATTGAACATTGCTGCTTTCAGAAAGACTTTGAAACCAGTTG 
AACAAGTGTTGAAGGATGGTGGTGTCAAGAAATCCGATATTGATGATATTGTTTTGGTTGGTGGTT 
CCACCAGAATTCCAAAAGTTCAAGAATTATTGGAAGGATTCTTTGATGGTAAAAAGGCTTCTAAAG 
GTATTAACCCAGATGAAGCTGTTGCTTATGGTGCCGCTGTTCAAGCAGGTGTTTTGAGTGGTGAAG 
AAGGTGTTGATGACATTGTTTTGTTGGATGTTAACCCATTGACTTTAGGTATTGAAACTTCTGGTG 
GGGTTATGACCACTTTGATCAAGAGAAACACTGCCATCCCAACCAAGAAATCTCAAATCTTCTCAA 
CTGCTGCTGATAACCAACCAACTGTTTTGATCCAAGTCTATGAAGGTGAAAGAACCATGGCTAAAG 
ACAACAACAGATTGGGCAAATTCGAATTGACTGGTATTCCACCAGCTCCAAGAGGTGTCCCACAAA 
TTGAAGTCACTTTCTCATTGGATGCCAATGGTATCTTGAAAGTTGAAGCTGCTGATAAGGGAACTG 
GTAAATCTGAATCCATTACTATCACCAACGAAAAGGGTAGATTATCCAAGGATGAAATTGATAGAA 
TGGTTGAAGAAGCTGAAAAATACGCTCAACAAGATCAAGAATTGAAAGAAAAGATTGAAGCTAGAA 
ACTCATTAGAAAACTATGCTCATGTCTTGAGAGGTCAATTGAGTGATACTTCTGAAACCGGTTTAG 
GTTCTAAATTGGATGACGATGACAAGGAAACTTTGGATGACGCTATCAAGGAAACTTTAGAATTTA 
TTGAAGATAACTTTGATACTGCTACTGCTGAAGAATTTGAAGAACAAAAACAAAAATTAATTGACG 
TTGCTAACCCAATCACAGCAAAATTATACGGTGGAGCTGCTGGTGAAGGTGCTGGTGGCGCTGGGG 
ATGCCAAATTCGGTGATGATGATTCAGATGATGAATTCGATCACGATGAATTGTAG 

YJL034W_homolog 687aa (SEQ ID NO 378) 

MRSSQSSWLPRIGLLYVALVILIPFLVSPKHAFAVAAVSDDESSTDNYGTVIGIDLGTTYSCVGVM 
KNGKVEILAITOQGNRITPSWSFNGDERLVGDAAKNQASSNVIMTVFDIKRLIGLKYNDDTVQKEL 
KHLPYKIENKGNKPWKVEYQGEEKTFSPEEISSMVLGKMKSIAEDYLGKKVTHAWTVPAYFNDA 
QRQATKDAGTIAGLNVLRIVNEPTAAAIAYGLDKGDQEKQIIVYDLGGGTFDVSLLSIEGGVFEVL 
ATAGDTHLGGEDFDFKIVRYLAKQFKKKHNIDITANSKAISKLKREAEKAKRTLSSQMSTRVEIDS 
FVDGIDFSETLSRAKFEELNIAAFRKTLKPVEQVLKDGGVKKSDIDDIVLVGGSTRIPKVQELLEG 
FFDGKKASKGINPDEAVAYGAAVQAGVLSGEEGVDDIVLLDVNPLTLGIETSGGVMTTLIKRNTAI 
PTKKSQIFSTAADNQPTVLIQVYEGERTMAKDNNRLGKFELTGIPPAPRGVPQIEVTFSLDANGIL 
KVEAADKGTGKSESITITNEKGRLSKDEIDRMVEEAEKYAQQDQELKEKIEARNSLENYAHVLRGQ 
LSDTSETGLGSKLDDDDKETLDDAIKETLEFIEDNFDTATAEEFEEQKQKLIDVANPITAKLYGGA 
AGEGAGGAGDAKFGDDDSDDEFDHDEL 

YJL03 5C_homolog 1346bp PathoSeq: 1..125, public: 126.. 1346; CDS: 
501.. 1343 (SEQ ID NO 379) 

GCCCCATGGTGACAGAAAAGTATTGATCCAGGTTTCTTTGAAGGTTTGTAATACGTTTTAAACTTG 
TGACCTAACTCATTTTCATAAAATTCTTGTATAAAATTGGTTTCTTTGAATTGTTTGTAATCTCTT 
AAGATTGTCTCGTCTTCAGTGTTTGCAGTGGAGCTGCTATTGCCAGTCGGCGGCATAACAGCAGGT 
TCTGGTATGTCATCTTCATCTACTAAGCCGGACAATCCCAAAGCCGTCTCTTGTTCTTTTATTCTT 
CTAAGGAATGCTTTATGTAGTTCTGACATTCTTGCGTAAAAGGAAGTACAGTATTAAAGCTCGAAA 
CTCAATTGCAACAAAAGTCTTAATTTTTTCTTCTATAAGTAATTGATCTTGGTCCCCCAAACAAAA 
AGATACAGAGGAGAAAGGAGGGCCTTAGGCTGACAGAAAAAAAAAATTTAGTACCTGCCACACCAG 
TAGCTCCAAACCCATATATGATTTGATAGAGTTGAAGTATGCTGACAGATCTTACTTCACACTTTC 
AGTACATGGCTATAAGCTTGTTTGTCGGTTACAAAGCCTTACTAAATAATGAGACACCAGTGTCAT 
GTATAGTCGTGGATTCAAAATCAGATAAAATCATTAGCATAGGCTACAATTATACCAACCACTCTC 
TAAATGGTACACAACACGCAGAATTTATTGCTTTACAACGATTTGGGGAACAAAAACTGAGTATTG 
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ACTATAATGATTTAATTTTGTATGTGACAGTGGAGCCTTGTATTATGTGTGCATCTTATTTACGTC 
AGTTGGGCATCAAAAAAGTAATATTTGGTTGTGGGAATGATAGATTCGGAGGAAATGGTACCATTT 
TATCAATACATAGTGACATCACCTTGCCTAACGCAGCTTATTCCAGTATCGGGGGTATATGTAGGA 
CAGAAGGAATCCAACTATTACGAAATTTTTATATTCAACAAAATGAGTCGGCACCAAATCCAAAAA 
TCAAAAAGAACACAGATATTGAGAGTAAGGAATACCCAGAGAATCAGTTTTGTAGCATTTCAAAGG 
ATGAATTTATAGAGTTTTACGGAAATGAAAGAGTGCATATTTACGATGGGAAGATTTTTGAAATCA 
CTCCATTACAAAACAAGGGTTATGATATAAAAGAATTGATATCGTTGGATATGATGCAAAAAGTTC 
CATTTCTAGAGGATGAGTTGGGACAAATTACAGATGAGCAAATAATTGAATTTCACAACTTATTTT 
TCAACATAAATGATGATGGAACGGTTAATTATAAAAAACCAATAGGCAAATATAACAGTAAAAAGA 
GACACTTTGCAAACGATGAAGAATAG 

YJL035C_homolog 281aa (SEQ ID NO 380) 

MSTDLTSHFQYMAISLFVGYKALLNNETPVSCIWDSKSDKIISIGYNYTNHSLNGTQHAEFIALQ 

RFGEQKS SIDYNDLI LYVTVEPCIMCAS YLRQLGIKKVIFGCGNDRFGGNGTI LSIHSDITLPNAA 
YSSIGGICRTEGIQLLRNFYIQQNESAPNPKIKKNTDIESKEYPENQFCSISKDEFIEFYGNERVH 
lYDGKIFEITPLQNKGYDIKEIilSLDMMQKVPFLEDELGQITDEQIIEFHNLFFNINDDGTVNYKK 
PIGKYNSKKRHFANDEE 

YJL180C_homolog 15 04bp public: 1 .. 938/940 .. 1504, PathoSeq: 939; 
CDS: 501..>1502 (SEQ ID NO 381) 

CTTTATCTAATTGATTTAAATAATTATTAACATTAGTACCAATAAATGCTTTACCACAACCTTGCC 
AAACTTTTTCATTTGATTGGGTATTACATATTTTATTTAATTTAGCATTTGTAGTATCAATTATTG 
TTAAATTTGTCATGGCTCGATCAAGTTGTAAATTACCCATGGATAATTCTGCTTGAGATTTATTTA 
ATTGATTATCCATTTCAAGTAGGACTTTTTGTAATGCTTCTTGATTCATGATTAAATGAGACGAGT 
GTGTGTGTATGGGCGATGAAGCTGAAGGTTTTGCAGATGTGGTGTCTATAAGAGTAATTTGATGTG 
AAAAATATACAATCTATAATCAGTATGTTCAGTTTTGGAATGGAAGCCCCAAGAAGAACAACAGGG 
AAATTAAAAATAAAAAGGT6TTGGAGAAAAAAAAAAAAATTGAACAGAAAGATTCATCCTTTTAGA 
TCAAACGAAATATATCTTACCATCCCCCCCCCTCCAAAATGCTTAGATTTACTAGGACTACTGCTT 
GGAAATTAAGATCTATTCCAATTGCCACTATTCAATATAGACAATTTACTTATTCCACTATATGTT 
ATCAATTAAAAACCCTTACTCCATCTTTAGGAATAAATAATACCATTGAATCCAATATACCTTCAG 
AAACTAATAGATTAGCTAAAACTGGTACTAGATTTTGGAAAAAA6GTGAAGTTAAATTCAATAATG 
AAACTCAAAAATATGAAATTCAATTAGATGGGAAAACTCTACGCACACCACTTGGATTCCCATTAG 
AATTACCAATCAATAAAAAACAATTGGCATATTTAATTGCTCATGAATGGACTCATTTACCTGATA 
TTAAAGTGAAATCAAGTACTTTACCATTAACAGCTTTAGCCACTAGAGCTATAGATTTGAGTCAAC 
AACATTTGAGTGATATGAAGACAGAAAAAGCTGAAGAAATGTTAGCATTGGAAGATATTAAATTAC 
AAATGTTAAGATATCTTGATACTGATACTTGTCTTATATTTGCTACCAACAAAGAATGTGATGGTA 
AATTAAGAAAAAGACAAGAAGAAATTTATCGTCCATTAATTAATGAATTTAATGAATTTTTCACAA 
TTTATGCTCATAATAAAAATTTAATCCCTCGACAAAAATCTATTGAATTGAAATATTTAGATTGTG 
AAACTGATGGATTAAGAGGTAATAAACAAGATGAAACCACTCAATTAGTT6TATTGGATTGGTTAA 
ATCAATTACCAATTTATGATTTAATTGCCTTGGAGAAAACAATCTTAACTACTAAATCATTTTTAT 
GTGGAATTACTTTATTAAGATCAAATGTTAATGATATTGAAACTTTAAAAGAATTATATCAATTTA 
ATAAAAATTCCATTGATGAAGATTATTATCATAAAACTTTAGAAGAATTAGTTGAATTAGGAAATT 
TAGAAACTATTTATCAAACTGAAGAATGGGGTGAAGTAGAAGATACTCATGA 

YJL180C_homolog 334aa {SEQ ID NO 382) 

MLRFTRTTAWKLRSIPIATIQYRQFTYSTICYQLKTLTPSLGINNTIESNIPSETNRLAKTGTRFW 

KKGEVKFNNETQKYEIQLDGKTLRTPLGFPLELPINKKQLAYLIAHEWTHLPDIICVKSSTLPLTAL 
ATRAIDLSQQHLSDMKTEKAEEMLALEDIKLQMLRYLDTDTCLIFATNKECDGKLRKRQEEIYRPL 
INEFNEFFTIYAHNKNLIPRQKSIELKYLDCETDGLRGNKQDETTQLWLDWLNQLPIYDLIALEK 
TILTTKSFLCGITLLRSNVNDIETLKELYQFNKNSIDEDYYHKTLEELVELGNLETIYQTEEWGEV 
EDTH 

YJLl87C_homolog 3689bp public: 1 .. 452/3414 .. 3689 , PathoSeq: 
453.. 3413; CDS: 501.. 3686 (SEQ ID NO 383) 

TATTTATATATAATCTAACAACAAGTACTATCCCTTAACCTATTAGCTCAATGTCATTCTTCATTA 
AACAAGAGATATGGTAATTGTTGATTAGACAACAGTTGGGTATCCATTTGTATTGGAACGCTTTTT 
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TTAAACTGCTGTTTTATTGTAAAAATTATTGTCGTCTTTCTTCATAACATTATTTGTAACAGTCTC 
TAACTGTATTGTTGGGCTGACAGTAGAGTATTGCGGTCATTTTTAGGAGTGATTATAATTCTCTGT 
GAGAAACGCAAGCAACAAAAAAAGAACAAAGGAAACACAATCATGATTAATTATATTAATAGTAGA 
AACTCAAGGGTGAGCTAGATGACTGAGCGTGCGAGAAAAAAAAAAAAACATCATCCAAAGTTTAAA 
CAAAGTATTCTTTTTTTTTTTCAATTTTACAACCAAAGATAAATAACTACACAACACCCAACATTA 
CAGCCAAAACCACATATCTGTGCAATATTTACGCTCCAATGGATTCAAACCCGTGTCAAGACGTAT 
CGGGTGATACCAGTAGCACACCAATGGCCAACAATAATCCCACTAATGACAGCACAATCTCCTCTC 
AGAACCATTCTAAAACTGGCTTGAGAAAACACCAACAACAACACTACCACCAACACCTGCACCTGC 
AAATGCATTCTCATTCACAGCAGTCACCTTATATTAATCAATTGGAATACTTTACCAATAACCAGT 
TTTCACGCTCTTTCAATAGTTTAATTTTGGAGGATGCCAATGATGCCAACACCAACAATAGTTCAA 
CAACAACCTTAAATAAGAAAACCATTAACAAGTCACCACCATTCAATATCAAGCAGGACTTATTAA 
ACGATAGTATCGACACGTTTCTTGATAACTCCAACACGGAAACGATAGAAGATGGAGACGTCACAA 
CAACAGACGACGATCACGATTTTGATGATGAAGATATTGAAGATCCTGAAGCAGTGCAGTACACCC 
CAACTTTGAATATCTTGAAATCCAAAAAAGTCGATAGCTTCAATATTATATCTAGCAAGCATAGAA 
AGAGCAATAGTCAGATTACCTACAATCTGCACGTACGGAAGCCATCCGAAGAAGATACGTCATCAT 
CGATGGCTACAATAAGGTTATCTAACAACTCACAAAGTTCAATTAAGAGATCGTCAAAGTATTTGA 
ATTTATCTATTGATTCCAATTTGAAAACGGTTGATGGAGGTAAAATTCCCGATGAAATAGATGACA 
TTAGTTTGAACGAAATAGATGTTGCAGTGGCACCTAACGATTTTTCATCACCACTATCAGCAAGAA 
AGCCGGACATATTTGCTGCTATAACTGCAGCAAACGGGAATTCCAATAATCAATTTAAAAGGCCAC 
ACAAGTTGGTTAGTCAATCGCCTTCCCCGTCGTCAAAGAATAAGTTTCGCATATCATCATCAACCA 
CATCTTCGCCACAGTCTAACTTGCATTCACCTTCCAAGTTGGGACTGAAAGGATTCAAAATGTTTA 
AAAATGCAAATAGAGACGCGATAATGTCGTCAAGCAGAGTTATGACTCCAGAAAAACCGAAAATGG 
TATCTAAAATATTTGGCAAGTCAGCAAAAATAAGGCGAGCTTATACCCCAACCCATACATCTACCC 
CAATGGCTGTCTCATCACTCAACCCTCCTTCATCATCTACACTGAATTCAACAACGGCAGCAATAA 
CATCTACAAGTCCAGCAGCTGATGAGCATTATGATATTGACAATGACTGTGACAGTCCGTCAAAAA 
ATAGAAAACTGTCTAATATTTCT6CATCTTCAATTATTATTTATCAAGATGAAAATCATATCAAGT 
CAAATCATGCTAGAAAATCTAGTAATCCAATACCATACCCTCCGACCGAACCACTACCGACAAATA 
TTTCTGCTTCTGTGGCTGAAACAGGGAAAGGGTCAACTACAACTAAAAGCAACCTATCTAAGGGTT 
GTCCCTTATTTGATGATAAAGAGAATAAAGCTTCTTATCAGTTTGTTAAACCATTGCAAACAGCTT 
TCAATTCCTCGGGGTTGGTCAAAAAGAATAGCATAAGTGGTCTGCTGGACAGGAAACTACCTCCAG 
AAACACCAATCAAAAGAAATCCATTAATGATTTTAAATACCAACAAAGTTGTACCTCCATATAGCA 
GTGGATTTGCTGAAGGAAAAGATGTAATGGGTGATCAACATGATATATATTCCCATATTCCATGTC 
AAAATCAACGTTTTCCTGGCAGCGTGAATCCCAACACTACTACGAACAACAACAACACTCAACAGC 
ATCATGATAGTGATCTTTCTATTGAAGTTGGAAGGAATAATTCTTATGATGCCAGTAGTAGCACTA 
TCAATAACACAAGTTATATCAAAATTTTCCCTTCTTCGGAATTGAAAAAGGAGCAGGTGCTTCAGC 
GACCACAAGAAGATTTAGAATTAGTTTTCAATTCTGACATTGAACTAGATGATAACATAATACCAG 
AAACACCAACAAAGAAACTGCTACTACCGAATCAGCACCATCAACATCACTTACCCCTTTACACGC 
AATCCAAGAGTCCATTGTTGAAGTTTGACACTGAGAAAGATGGAAGAAGGAATTTGTCAATAGTCT 
TAGATAAATCAAATGCAACTAAACGAGAAATTAGCGAACCACCTTCAACACCAATCAATATGTCAT 
TTGCAAAGAATAGTTTTAAGAAACCTATGAATAATGCTGAAAGAGGTGATGACCCT6ATAGTATAA 
TTGCTCAACGCATAGATATTATGCCATCGTTAGATGAAGTTGACTCAGTGTCTGTTTATCCTTCAA 
AGATAGATGAACATTTAATTGAAAAGTTTGGAATGAAGAATATCAAGTATATTGGATCGGGAGCAT 
TTTCCATTGCTTTTGAATGTTTATTTAATAACGAAAAGTTTGCTATCAAAAGAACTAAAAAACCAC 
TTATTGGAAAATTGGAGAAACAAACTATAAAACGAGAAATTGAAGCATTGAGAGTGTTGACAAGCA 
TTAAAGAAGATGAAGCAACTAATATGCAAGAACAAGAAGAAGGGAAAGAGTATCTAGTTTATTTCA 
TTGAGGCCTGGGATTTTAATAATTACTACTATATAATGACAGAATTCTGTGAAGGTGGTACATTAT 
TTGATTTCTTAGAGGAAAATAAACATTACAAAATTGATGAATTTAGAATTTGGAAGATCCTAATTG 
AAATTCTAAATGGGTTAAAATTTATTCATCTGAAAAATTATTTACATTTGGATTTAAAACCAGCAA 
ACATTTTTATCACTTTTGAAGGGTCATTGAAAATTGGTGATTTCGGATTGGCTACTAAATTGCCTA 
TACTAGAAAAGGACTTTGATCTTGAAGGAGATCGTAATTATATTGCCCCGGAATTGATTAATGACA 
AAATTTATACTCCGTTTGCAGATATTTTCAGTCTTGGATTGATTATATTGGAGATCGCTGCTAATA 
TAATTTTACCAGATAATGGAACGCCATGGCGTAAATTGAGAAGTGGAGACTTGAGTGATGCTGGCC 
GATTATCAAGTGATAATATTTCAATGTTTTTACAACACAATCCAAATACCAATAGCAATATCAGTG 
GCAGTGGAAGTAGAAGTGGTAGTGGCAGTACAGGAGGCAATGGTAGTGCTGGTGATTGA 



YJL187C_homolog 1062aa (SEQ ID NO 384) 
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MDSNPCQDVSGDTSSTPMANNNPTNDSTISSQNHSKTGLRKHQQQHYHQHSHSQMHSHSQQSPYIN 
QLEYFTNNQFSRSFNSLILEDANDANTNNSSTTTLNKKTINKSPPFNIKQDLLNDSIDTFLDNSNT 
ETIEDGDVTTTDDDHDFDDEDIEDPEAVQYTPTLNILKSKKVDSFNIISSKHRKSNSQITYNSHVR 
KPSEEDTSSSMATIRLSNNSQSSIKRSSKYLNLSIDSNLKTVDGGKIPDEIDDISLNEIDVAVAPN 
DFSSPLSARKPDIFAAITAANGNSNWQFKRPHKLVSQSPSPSSKNKFRISSSTTSSPQSNLHSPSK 
LGSKGFKMFKNANRDAIMSSSRVMTPEKPKMVSKIFGKSAKIRRAYTPTHTSTPMAVSSLNPPSSS 
TSNSTTAAITSTSPAADEHYDIDNDCDSPSKNRKSSNI SASSI 1 1 YQDENHIKSNHARKSSNPI PY 
PPTEPLPTNISASVAETGKGSTTTKSNLSKGCPLFDDKENKASYQFVKPLQTAFNSSGLVKKNSIS 
GSSDRKLPPETPIKRNPLMILNTNKWPPYSSGFAEGKDVMGDQHDIYSHIPCQNQRFPGSVNPNT 
TTNNNNTQQHHDSDLSIEVGRNNSYDASSSTINNTSYIKIFPSSELKKEQVLQRPQEDLELVFNSD 
lELDDNIIPETPTKKSLLPNQHHQHHLPLYTQSKSPLLKFDTEKDGRRNLSIVLDKSNATKREISE 
PPSTPINMSFAKNSFKKPMNNAERGDDPDSIIAQRIDIMPSLDEVDSVSVYPSKIDEHLIEKFGMK 
NIKYIGSGAFSIAFECLFNNEKFAIKRTKKPLIGKLEKQTIKREIEALRVLTSIKEDEATNMQEQE 
EGKEYLWFIEAWDFMNYYYIMTEFCEGGTLFDFLEENKHYKIDEFRIWKILIEILNGLKFIHSKN 
YLHLDLKPANIFITFEGSLKIGDFGLATKLPILEKDFDLEGDRNYIAPELINDKIYTPFADIFSLG 
LIILEIAANIILPDNGTPWRKLRSGDLSDAGRLSSDNISMFLQHNPNTNSNISGSGSRSGSGSTGG 
NGSAGD 

YJLl89Wjaomolog 887bp public: 1..666, PathoSeq: 667.. 887; exon 1: 
501.. 506, intron 1: 507.. 737, exon 2: 738.. 884 (SEQ ID NO 385) 

AGTCAAGAATTTTATGATGACTTTGGAGGATGGTCTGATTAAGACTTGTCTTTTACCAGTTTTTTC 
AGCATTGTTGATGGCGTTTAAAGCATCAGCTAAGACGGAGGTTCTAGTCATGGTTGAATTGTCTGT 
TGATAAAAAGAAACCGTGAAAAGGAAGTATTGTGAAAAATCGATTGATATTTTTTTTTTTCCTCCT 
TCCTCACTGTAACAGTAGTAAACACACTAGTTACAACTGATGACCTGCATATTATAAATCTTTCTG 
AAAAAATTTTTTTCCCTGTATTTTTGTAATTCTTTCGCTCTTTCTCACTCACTCACACTTATTAAT 
GAATGAAAGGTTTGGTGTCTACAAACTCCACTAACAAAATCTCACTCCTGTGCCTAAACACACACA 
GACCCACACGCAAACCTTTCTCTCAGAAACAGAAAAAAAAAATTTCAAGCAAAAATTTTTTCCATC 
TAGATTTTCTTTCTTCAGAATATCAAGTAACTTTAAAGATGCCTGTATGTACAATAACAGTGTTAT 
AATGATGTCTTTCAGTCTTTTATTGGGTGATTATTATAATAAATGGCAGATGAGAAATATATTGGA 
TAATAAACCTTGCAAATGAAATCAGTTGACCATTTTGAAATAATGGACCATTAGCAATACCCAGAT 
TGCTGGAACAAAGACGAGAGAACTAGACAACTCAGATATAATAGAACATCCATACTAACTTCACTC 
ATTTCTTATAGTCTCAAAAATCATTCAGAACTAAACAAAAGTTAGCTAAGGCTCAAAAGCAAAACA 
GACCATTGCCACAATGGATCAGATTGAGAACTGACAACAAAATCAGATACAATGCTAAAAGAAGAC 
ACTGGAG/^GAACTAAGTTGGGTATCTAA 

YJL189W_homolog 51aa (SEQ ID NO 386) 

MPSQKSFRTKQKLAKAQKQNRPLPQWIRLRTDNKIRYNAKRRHWRRTKLGI 

YJL190C_YLR367W_homolog 893bp public: 1..893; CDS: 501.. 890 (SEQ 
ID NO 387) 

gatttcatttg(:aaggtttattatccaatatatttctcatctgccatttattataataatcaccca 

ATAAAAGACTGAAAGACATCATTATAACACTGTTATTGTACATACAGGCATCTTTAAAGTTACTTG 

atattctgaagaaagaaaatctagatggaaaaaatttttgcttgaaattttttttttctgtttctg 
agagaaaggtttg£gtgtgggtctgtgtgtgtttaggcacaggagtgagattttgttagtggagtt 
tgtagacaccaaacctttcattcattaataagtgtgagtgagtgagaaagagcgaaagaattacaa 
aaatacagggaaaaaaattttttcagaaagatttataatatgcaggtcatcagttgtaactagtgt 
gtttactactgttacagtgaggaaggaggaaaaaaaaaaatatcaatcgatttttcacaatacttc 
cttttcacggtttctttttatcaacagacaattcaaccatgactagaacctccgtcttagctgatg 
ctttaaacgccatcaacaatgctgaaaaaactggtaaaagacaagtcttaatcagaccatcctcca 
aagtcatcataaaattcttgactgtcatgcaaaaacacggttacattggtgaattcgaatacattg 
atgatcacagatccggtaaaattgttgttcaattaaatggtagattaaacaaatgtggtgtcattc 

AACCAAGATTCAACGTCAAAATCAACGACATTGAAAGATGGACTGACAACTTGTTGCCAGCTAGAC 

aattcggttacgttatcttaaccacttctgctggtatcatggaccacgaagaagctagaagaaagc 
acgtttctggtaaaatcttaggtttcgtttactag 

YJL190C_YLR367W_homolog 130aa (SEQ ID NO 388) 
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MTRTSVLADALNAINNAEKTGKRQVLIRPSSKVIIKFLTVMQKHGYIGEFEYIDDHRSGKIWQLN 
GRLNKCGVIQPRFNVKINDIERWTDNLLPARQFGYVILTTSAGIMDHEEARRKHVSGKILGFVY 

YJL197W_homolog 4619bp PathoSeq: 1 .. 3041/3260 .. 4619 , public: 
3042. .3259; CDS: 501. .4616 (SEQ ID NO 389) 

CAACGACAACAACAATAAGAAGAATCTTTTCCAGATATTGTAAAATCCTTATATTAAATGTTAATA 

GAAGCCTAAAAATTGCTTGAATTGATAGATTTGCTGATTCTTTTGCTAGAAACACGCGTTATATTA 
CTTATCCTTTCTGTAATTTCTTGATCTCTGTTTGAATCAACAACGCCTTTGTTTTCTCTTTCTGCC 
TCCCTCTGCCACCCCCAGTTTATTTGTTTGCTTGTCGACGTGCTGCCAAAAAAAAAAATTGAGTTC 
TCTCTCTCTTTTTTACAACAGAGAAGAGACAAAGAAAAAAAAAAACATCAAAATTAAGATTCAAGC 
TTTTTTTTTTAGTTTTTTTAACAACAAAATTGAAATTACAATCCTTGAATTTACAACTTCATATTC 
AGCTCTAAATACTAATAATTATAACAATAATTAATTGAATTATTCTATAAACCACTGATATTTGAT 
TTTATCTTTTTATTTTTGTTTGTTCCCATAATTGTGTCATGCCTGACAATATAGAAGATCGATCCG 
AGATACCTTCTGATGCAAAGGAAATTGTGACTACAAATGAAATTGAAGCAACAGATTCAGAACATA 
CAACAAATGTCGATAATGAACTCCCTCAAGGTGAATCCAATGAACAAACAGGAGATGACTCAAATG 
ACAACCTTGCATCCAAACGTCAATTAATCAATGATTTATTACACAATGATCATTTTGAAGAAGGAA 
CAGAACGTTACATCATCCCTCAAAATTTCTTACATGAATTTTTGAATTTACCAATCGATAATTTTA 
GTGATTTGAAAGATCAACTTGGTCCTATTGATTTCCACTCATTACTTAATGAACAAGGTAATTTAT 
ATCCCGAGAATGAAGAACCAGTCACTTTTTGTCAT6TATCGCCA6AAGTATTTCAACATTTGGGTG 
AATGGTTTG6AATATTGG6CCAACCAATTATTAGAGCTATCATTATTAATCCAGACACCAAAGAAA 
AACAGATTGAAAGATTCCCGCCATTATTTTGGGTTCATCAATTAGGTAAAAAGACGCAACCAACAT 
ACTTGCGACACCGTCATAATGGAAGCAACCACAATCATCATCACCATGGTCATCACGATTCACCAA 
TACCAGTATTGCTTTCCAAAACAAGCACTTTTCATAGATTAATGGATGTTATACGTTATAATGTTC 
TTAAAGCACCACGAAAATCGACGAAAGATTTTAGGATTTGGTTTATTGTCCCACAAGATAAAGGCT 
TACAGTATTTGATTTCAATACAAACTTTTATGTTTGATATCTCCAAAAAAACTTTGGTTTCACCAA 
ATATGCTTGAGGATGCTTTGAAAGATCACGGTATTGTGGCCAGTTCCTATAATATAATGGTAGAAG 
CAAAAGAAAAACATCAAACAGAATTTCCTATTGATCAATTTATTTTATCTCATTCTAACGCATATG 
AAGAAGTATCACAGGGTGGTGGACACCTTGGATTATCAAACATGGGGAACACATGTTATATGAACT 
CGGCTTTACAATGTTTATTACACGTTCCTGAAATCAACTATTATTTTTTTTACAACATTTATAAAA 
AAGAATTGAATTTTGACAACCCCTTGGGATATCATGGAGATGTTGCCAATGCATTTGGTTCACTTT 
TAAAACAAGCATTTGATCACGTGAAAAATAGTTCTAGTATATCTCCTCGAGAATTCAAATCAACTA 
TTGGGAGATATTCCTCGATGTTTTCTGGGTATCTTCAACAAGATTCTCAAGAGTTGTTGAGTTGGC 
TATTAGATGCTCTTCATGAGGATTTGAATAGAATTCACCAAAAACCATATTGTGAAAAGCCCGAAT 
TGAAAGATGACGAAATTGATGACCCCCAAGCCATCACCAAACTTGCCAATACTTGCTGGAATCAAC 
ATAAGGCAAGAAACGACTCGGTGATAATTGATTTATTTACTGGGTTGTATCAATCTACATTAATCT 
GTCCTGATTGTGGTAAGAAATCCATAACTTTTGATCCCTTTAATGATTTAACTTTACCTTTACCCA 
TCAGTAAGAAATGGTATCACACATTTACAATTGTTGATTTGTCCAATCAAGGCGTTATACCGGAAA 
GGATAATGAAGTTGGAAGTTGAGTTGAATAAAACATCCAATTTCGATGATTTACTTAGCTATTTGA 
GTAATTTCTTGAATGTTCCATCTACTGAGTTGTTTGCTTATGAGATTTTTCAAAATGCAATCTATA 
GTGACTTCCAATTAGATTACACCAAGAACAAGTTTTTACCTATCAGTGATATTATCAGAGATACAG 
ATGATGTTATAGTGTACATTGTTCCACATAACCCTGCCGTTGACATCATTGTGCCAGTGTTCAATG 
CCGTTGAAGATGCTGATAGTTCATATCAAATGGTTAATTTTTTTGGAATCCCATTATTTGTGGTGA 
TGAATAAAGAAGTCGATGTCAATAGTTTTGGTTTTATTAGAAAGAAATTATTAGAAACAGTTTCTT 
TATTGAGTAAAATTGATTTGGTTGATGAATATGAAAAAATAAAAAGGAGTAATGAAGATTACGTTG 
AAAAAGTATTTTACAAAAAACTGGATTTCCCTGCATTGTCACAGCCATTAGAAACCTCCGATTGTG 
AAAAAAACAACAATAATACTAGCGACAACGACGACGATGAGGATGCTGACAACGATGAAGGCTATG 
ATAGTGAAGTGTCTTTGGCTAACCCATACCTTGGAGCTAATTTTGGGTTCAAAATCATGTATGTTC 
ATGACTATAGCCCTAAATTGAATTCTAACCTTCGTAGCAGGTACAATCATGACCAAACAACCAAAT 
TCAAACAAACAGAGAGAGTTATTAATGTTCCTACACACAAACCTACTTTTAGCGATTTCAAACCTT 
TATCGGACCAATTATCAGAATCAAAACGCAACTATTATTTTTATCCTGATTATAAAAAGATGGATG 
ATGAGATGGACCAATTGGTGGAGGAAGTGAACCAAAATTTGGCAGAGCAANGAGAAGCGAGATCAT 
CGGGGTCAGAAAATAGTAGTAGAGCACTGGAAGAACAAGATGGATTTGTATTAATAAATAAAGAGG 
ATACTCTCAAGCAACAATCAACTGTACCTGCTGCTGCTGAAACGGTACCTCCACCATTACCTGTTA 
GAAATAATACTGGAGTTCACATCCCGTCATCCGATGAAGAAACAGAAAGTGAAGCTAATTTGGGAA 
GTTTGTTTGATTCAACATCAAACTTGCCGTTGCCTCCACCATCTACATATTCCGAATCAACAAAAC 
CTTCGAATGTAAACTCCCCTATGGAAAGTAACTTTGAAAGTTCATCAGCAGACTTGAATTCTGGTA 
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CAACATTGATATCGAAGGACACAGTTTTGTTATGTGATTGGGATAAGGAAATTTATCAAAAATGCT 
TTGGTGATAAAGAATTACAAGCATGGGAAAACATATCGAATTTACCGAATCCAGAATTGGAGAAAA 
ATAGAGCTCATTTTGAAAGACAAAGAAAAGCTAAAATTACATTATCTGATTGTCTTAAGAGTTTCA 
GTACCCCTGAAATTTTAGGTGAACATGATTTATGGTATTGTCCACGTTGTACTGAACATAAACGTG 
CCACAAAGACAATCCAACTTTGGTCAACGGGTGATATCCTCACTATTCATTTGAAAAGATTTCATA 
6TGCTCGTGCATTTAGTGATAAGATTGATGTTTTGGTTGATTTCCCAATTGAAGGTTTAGATATAA 
GTTCGTATGTTGCCAATACTGATTTGACACCTGAAGATTGTTTATACGACTTGATTGCCGTTGATA 
ATCATTATGGTGGGTTAGGAGGTGGTCATTACACTGCCTCGGTAAAGAATTTCAGAGATGATAAAT 
GGTATTATTTTAATGATAGTCGAGTCACTGAAATTAATAATCCTCAAGAAGTCGTAGCTAATTCTG 
CGTACCTTTTATTTTACCGTCGAAGAAGTTCGAAAGGAGCTGGTATTTTGGGAGGAGAAAACTTTA 
TCGACTTGCTTCAAAAAGGTCGAGAGGAATACTCTGAGAGTTTGCAAAAGAAAAGATTG6TTCTTC 
AAAATGTTGGCCAAATAGTCAATACGTATGCCAAAATTGAACAA6ATATAATTGATAAAGAAACAG 
AGAAACAGAAAGAGGAACAAGAACAGGAACAGGAACAGGAACAGGAACAGGAACAAGAGCAAGAGC 
AAGAGCCAGTTCAAGAGCCAGATCAAGAACAAGAGCCAGATCAAGAGCCAGATCAAGATCAAGATC 
AAGAGCCAGATCAAGAGCCAGATCAAGATCAAGAGCAGAATGAAACAATAAAAAAATCTAGACCAT 
TCGATGAACTCAAACCATCAACTAGTGAAACAAATAACCAACAACAAACAACTCAGTTCAACTTTG 
ATGATGAAGATAATGATTACGATTATGAAGCAGAAGTAGAAGATTCCAATATTCGCAAACAAAGAT 
TACTTTCAAAAGAAAATAACAGCAATAAATTGGTGCATATTAAAAGCAATGGTCGCCAAGAAGTCA 
CTTCATCACCAGTACCAATTGAAACTGATGGTGACACTGATGTAACTGATTCCAATTCAACATAG 

YJL197W_homolog 1372aa (SEQ ID NO 390) 

MPDNIEDRSEIPSDAKEIVTTNEIEATDSEHTTNVDNELPQGESNEQTGDDSNDNLASKRQLINDL 
LHNDHFEEGTERYIIPQNFLHEFLNLPIDNFSDLKDQLGPIDFHSLLNEQGNLYPENEEPVTFCHV 
SPEVFQHLGEWFGILGQPIIRAIIINPDTKEKQIERFPPLFWVHQLGKKTQPTYLRHRHNGSNHNH 
HHHGHHDSPIPVLLSKTSTFHRLMDVIRYNVLKAPRKSTKDFRIWFIVPQDKGLQYLISIQTFMFD 
ISKKTLVSPNMLEDALKDHGIVASSYWIMVEAKEKHQTEFPIDQFILSHSNAYEEVSQGGGHLGLS 
NMGNTCYMNSALQCLLHVPEINYYFFYNIYKKELNFDNPLGYHGDVANAFGSLLKQAFDHVKNSSS 
ISPREFKSTIGRYSSMFSGYLQQDSQELLSWLLDALHEDLNRIHQKPYCEKPELKDDEIDDPQAIT 
KLANTCWNQHKARNDSVIIDLFTGLYQSTLICPDCGKKSITFDPFNDLTLPLPISKKWYHTFTIVD 
LSNQGVIPERIMKLEVELNKTSNFDDLLSYLSNFLNVPSTELFAYEIFQNAIYSDFQLDYTKNKFL 
P I SD I IRDTDDVI VYI VPHNPAVDI I VPVFNAVEDADSS YQMVNFFGI PLFWMNKEVDVNSFGFI 
RKKLLEWSLLSKIDLVDEYEKIKRSlffiDYVEKVFYKKSDFPALSQPLETSDCEKNNNNTSDNDDD 
EDADNDEGYDSEVSLANPYLGANFGFKIMYVHDYSPKLNSNLRSRYNHDQTTKFKQTERVINVPTH 
KPTFSDFKPLSDQLSESKRNYYFYPDYKKMDDEMDQLVEEVNQNLAEQXEARSSGSENSSRASEEQ 
DGFVLINKEDTLKQQSTVPAAAETVPPPLPVRNNTGVHIPSSDEETESEANLGSLFDSTSNLPLPP 
PSTYSESTKPSNVNSPMESNFESSSADLNSGTTLISKDTVLLCDWDKEIYQKCFGDKELQAWENIS 
NLPNPELEKNRAHFERQRKAKITLSDCLKSFSTPEILGEHDLWYCPRCTEHKRATKTIQLWSTGDI 
LTIHLKRFHSARAFSDKIDVLVDFPIEGLDISSYVANTDLTPEDCLYDLIAVDNHYGGLGGGHYTA 
SVKNFRDDKWYYFNDSRVTEINNPQEWANSAYLLFYRRRSSKGAGILGGENFIDLLQKGREEYSE 
SLQKKRLVLQNVGQIVNTYAKIEQDIIDKETEKQKEEQEQEQEQEQEQEQEQEQEPVQEPDQEQEP 
DQEPDQDQDQEPDQEPDQDQEQNETIKKSRPFDELKPSTSETNNQQQTTQFNFDDEDNDYDYEAEV 
EDSNIRKQRLLSKENNSNKLVHIKSNGRQEVTSSPVPIETDGDTDVTDSNST 

YJL198W_homolog 2693bp PathoSeq: 1 .. 899/1285 .. 2693 , public: 
900. .1284; CDS: <3..2690 (SEQ ID NO 391) 

TTCATTTCCTAAATTCAAATGAATTATCATCACCAATGCCACCATCATTTTCTATTAACTATGGTA 
GTGAATGGGATTTAGAAATCATTCAAACTAGTTTAGATAATGAAAAAGAATCAGAAACTAAATCAT 
TTACTGGTGAATTAGAATATACTTCAACTTCTTCCAATGGTGAACATGACACCACCACCACTGCCA 
CTAAACATGAATTGATATTACAACAAATTTTGAATTCTAATGATGAATCATATATTAATCCTAAAT 
CATTAACATTTGATCCATTAAAAATTTTCACTAAACAATTAATTGGTGAATTAATTAAAATTAATC 
AATTTTACAATTCAAAAGAATCGGAAATTTTCAAAATTTATAATAATTTAATTCATGATTTACAAA 
ATCAAAATATTAATATTGATGATGTATTTAAATTCACTCAAGCTTATAATTATTCCGATCCAAATA 
TAATAAATACTGATGATCATCATCAATATCATTTAAAATCAACTTTATCAAGAACAGTTACTAATG 
CTAGTGTATTTGATACCATTAATCATATTGATAATGATTATGATAATAATAATAACAACCAAAAGA 
ATAATTATGATTTGGAGAAACAAAATAATACTACAGTTGCAATTCATGATGATGATGATTCAGAAG 
ACGATGAAGAAGAAGAGGAAGAAGAAACTCATAGTCATGATTCAGTATTACTTAATCATACACATT 
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TTAATGTTAAACAACAATTAAAAATCACATTAAAACGTAAAGCCATTACATTATTTATAAATCTTT 
CTGAATTAAAATCATTTATTGAATTGAATAGAATTGGATTCACGAAAATTTGTAAAAAATTTGATA 
AAACTTGTGGTTATTCAATTAAACAAGATTTTATTAATGAATTTTTACCTCAATATTCTCGAGTAT 
TTGAAAATGATACCATTGAAGAATTAGATTATAAATTGAATCAAATTATTAAAATTTATGCCTTTT 
TATCAAATAAATTAACTACTCAATCAACAACTAAAGAAGATTTGGATAATATAAAATTTGAATTAA 
GATCTTATTTACGTGATCATATTGTATTTGAAAGAAATACCGTTTGGAAAGATTTATTATCATTAG 
AAAAGAAATCTTATAATATTGATTTAGATAATTCTGTGGTTCAAAATAATAAAATGGGTGATGAAG 
GTCATATAATTAATTCAATGATGAATTTATCCATGAAAAGAATTAATTTACCACAATGCCTTAAAA 
AATTGATTAAATATGATCATATTGATATTCCACAATTTTTATTAACTACTCAAATGCTTAAAATTA 
TTATTATTGTCATTGTTTTCATTATATTATTAGCAGTGAAAACTTTTAATGATCCAGTTCAAGGTC 
GTTGTTTAGCAGTATTAGTTGCTGCTGCCATGCTTTGGGCTTCAGAAGCATTACCTTTATACACTA 
CAGCTTTATTAATCCCACTTTTGGTTGTTACTTGTAAAGTTTGTAAAACTCCGGGAACCGATGATC 
CAATGGATGCCACCAAGGCATCACAATATATTTTTGGGACAATGTGGAATTCCACAATTATGATAT 
TAATTGGTGGGTTTACATTAGCTGCTGCATTATCAAAATATAATCTTGCCAAAATATTATCATCAT 
ATATTTTAGCATTAGCAGGTACAAATCCAAGAAATGTATTATTGGCAATCATGTGTGTATCATTAT 
TTCTTTCCATGTGGATTTCTAATGTTGCTGCCCCCGTTTTATGTTTTTCATTAATTCAACCAGTTT 
TAAGAAGTATCCCCACAGATTCCCCCGTTGCTAAAGCATTAGTGTTAGGGATCGCTTTGGCGTCTG 
ATGTTGCTGGTATGGCTTCACCAATTGCATCTCCACAAAATGTTATTGCTCTTGAATCAATGAATC 
CTAATCCAGGTTGGGGGAAATGGTTTGCTGTGGCATTACCTGTGGCAATCATTAGTTTAATTTTAA 
TTTGGGTGGAATTATTCATGACGTTTAAAATCAATAATGTTAAAATCAAACAATTCAAACCAATTA 
AAGAAAAATTAACCATGAAACAATGGTTTGTATTTGCCGTCACTATAACTACTATTCTTTTATGGT 
GTGTTATGCAAAAAATTGATGGAACATTTGGTGAATCAGGTATAATCACTTGTATCCCAATTGTAT 
TATTTTTCGGTACCGGTTTATTAAAAGTTGATGATTTAAATAATTATCCTTGGTCAATTGTTATGT 
TAGCCATGGGTGGTATTGCATTAGGGAAAGCCGTTACTTCTTCAGGTTTATTGAAAACTATTGCTT 
TAGCATTACAAAAACGAATTATGCATTATGATGCCATTGTTGTATTAATCATTTTTGGAGCATTAA 
TTTTGGTGGTAGCTACATTTGTAAGTCATACTGTATCAGCACTTATTATTATCCCCTTGGTTAAAG 
AAGTTGGAGATTCATTACCTAAACCTCATCCATTAATGCTTATTATGGGTGTAGCTTTAATTGCTT 
CAGGGGCAATGGGATTACCAACTTCAGGATTCCCTAATGTGACGGCAATTGGTATGAGAGATGAAG 
TTGGTAAACCTTATTTGACGGTTAATTTATTTATTACTAGAGGGGTTCCGGCAAGTATAATTGTTT 
ATGTTTGTATTATCACCATTGGTTATGGTATTATGTCATCATTGAACTTTTAA 

YJL198W_homolog 896aa (SEQ ID NO 392) 

HFLNSNELSSPMPPSFSIMYGSEWDLBIIQTSLDNEKESETKSFTGELEYTSTSSNGEHDTTTTAT 
KHELILQQILNSNDESYINPKSLTFDPLKIFTKQLIGELIKINQFYNSKESEIFKIYNNLIHDLQN 
QNINIDDVFKFTQAYlTifSDPNIINTDDHHQYHLKSTLSRTVTNASVFDTINHIDNDYDNNNNNQKN 
NYDLEKQNNTTVAIHDDDDSEDDEEEEEEETHSHDSVLLNHTHFNVKQQLKITLKRKAITLFINLS 
ELKSFIELNRIGFTKICKKFDKTCGYSIKQDFINEFLPQYSRVFENDTIEELDYKLNQIIKIYAFL 
SNKLTTQSTTKEDLDNIKFELRSYLRDHIVFERNTVWKDLLSLEKKSYNIDLDNSWQIIJNKMGDEG 
HI INSMMNLSMKRINLPQCLKKLIKYDHIDI PQFLLTTQMLKI 1 1 IVI VFI ILLAVKTFNDPVQGR 
CLAVLVAAAMLWASEALPLYTTALLIPLLWTCKVCKTPGTDDPMDATKASQYIFGTMWNSTIMIL 
IGGFTLAAALSKYNLAKILSSYILALAGTNPRNVLLAIMCVSLFLSMWISNVAAPVLCFSLIQPVL 
RSIPTDSPVAKALVLGIALASDVAGMASPIASPQNVIALESMNPNPGWGKWFAVALPVAIISLILI 
ViA/ELFMTFKINNVKIKQFKPIKEKLTMKQWFVFAVTITTILLWCVMQKIDGTFGESGIITCIPIVL 
FFGTGLLKVDDLNNYPWSIVMLAMGGIALGKAVTSSGLLKTIALALQKRIMHYDAIWLIIFGALI 
LWATFVSHTVSALIIIPLVKEVGDSLPKPHPLMLIMGVALIASGAMGLPTSGFPNVTAIGMRDEV 
GKPYLTVNLFITRGVPASIIVYVCIITIGYGIMSSLNF 

YJR049C_homolog 2279bp PathoSeq: 1..839, public: 840.. 2279; CDS: 
501.. 2276 (SEQ ID NO 393) 

TATAAAGTTTCAAGTATAAAAAGGCGTTTAAAATTAATTCTTGTGATTTAAATAAGTTAAATTCTT 
TTTTTTTTTCTTTGTTAGTTTTTCGCTTTATCCGTTTTACCCAAGAAAGGAGCAATACTGTTTCAC 
CCCTCCCCCCTTCCCAGTTCCATGGCCCGCCCCCCCCCTCTCAACAGTTGCTGTCGTTCCTGCCTC 
ATTTTCCACGCCCATTACATTATATGACTAATATCCGTTGCCTTATTATTAAAGTCACAATACATT 
GAAAGATAGAATAGCAAGCAAGGTGGAAAAAAATTTTTTTTTTTATCACATTCAATACTTATATCC 
TAAATTGATAAACAATAGAGTAATTGATACTTTCGAAGGACAATAAAACGATATATATTTATATAT 
TAGAGTGAACAATAGCGATTGCCAATCACAGACAACAGATAATTTATCTTTCTCCTATTCATTTGC 
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ACAATTAAATCCAAAAAAAAAAAAGAATCGAATTCCATATGTCGCATAAGACTCAGAGCCAATTAT 
CTTCACAAATGAAAAACTTGAATACTCCACCAATAGACTTCAACTCAACTTCAAGTAACAATACCA 
TGCCTTCTGAACCAAATCTGCAACCGCAACAACAACAATCACAACCAGAAGCAAAAACGGAGCCAC 
AAACCATACGCCCTGCTACTTTTACAACTAGTGGCAATTCATCATCTTCGTCGATATCTACCTTAT 
CAGCAGATATCATTCAACCACTTCATCAACTACTGATAAATAACAACAATTCAACTGTGACGCAAC 
CAGCGCCACAAAGCTCATCGTTTCAACGCCGAAACAATCCACAACGTTTCAATCGGAATCAACTCA 
ATGTATACACTGACTTCAATAGTACTACTTCATCTGCTTCAAGCATTAGTAGTTCACCAAAAGATT 
TCTTCACCAGAGAGCCACCACGGATCCATAGTAAATTGATATGTGAAGAGATTGCCTCTGCCAATA 
ATCGAGCTGCTAAAGAGGTTTTATCACGTTTATCTACTGATGAATTGCGTTCAGTTAAATCACATA 
CTGAATTAGCTGAAACTGCTAATGGAGTGAGAATGTTAGCCAAAAATTTATCCCGAGCAACCATTC 
AATTAGACGTTAGAGCTATTATGATTATCACTAAAGCTAGAGATAATGGACTTATTTATTTAACAA 
AAGAAGTTGTTGAATGGATTTTGGATCAACATCCTCATATAACAATTTATGCTGATGAGAAATTAG 
CAAAGTCGAAAAGATTCAATCCGGAAAGTATTATTGCCAATTATCCAAATGGTTGTAAGAAATTAA 
AATATTGGAATAAAAAATTAACTACGAAAAATCCAGAAATTTTCGATTTAGTACTTACATTAGGTG 
GTGATGGTACTGTATTATTTGCTTCAAACTTATTTCAAAAAATTGTTCCACCTATACTTTCATTTT 
CATTGGGCTCATTAGGTTTTTTAACCAATTTTGAATTCAGTGCATTTAGAACAGTATTGAGCAAAT 
GTTTTGATTCTGGAGTTAAAGCAAATTTGCGTATGCGATTCACTTGTCGAGTACACACTGATGAAG 
GGAAGTTGATTTGTGAACAACAAGTGTTGAATGAATTGGTAGTTGATAGAGGACCTAGCCCATATG 
TTACTCATTTGGAATTATACGGCGATGGATCATTGTTAACGGTTGCCCAAGCTGATGGGTTGATTA 
TTGCAACTCCAACTGGTTC6ACTGCTTATTCATTATCTGCTGGTGGGTCTTTAGTTCACCCTGGTG 
TGAGTGCCATTAGTGTTACTCCAATTTGTCCTCACACCTTATCGTTCAGACCTATACTATTACCTG 
ATGGGATGTTTTTGAAGGTTAAAGTCCCACTGAGCAGTAGAGCCACTGCGTGGTGTTCATTCGATG 
GTAAAGTGCGTACTGAATTGAAGAAAGGTTATTATGTCACTATTCAAGCTTCACCATTCCCCTTAC 
CTACAGTAATGTCTTCCAAAACAGAATATATTGATTCTGTCAGTAGAAATTTACATTGGAACATCA 
GAGAGCAACAAAAACCATTTAGTTCATATTTGAAACCAGAAACGCGACAAAGTATTGCTGAAAGTG 
AAAGATTGGATAATTTACATATTTCAAGTGAACAAGATGAATCGAATCATGAGGAACCTGAAATAA 
CTGAAGATTTTGATATTAATTATACTGACAATGAACGTGATTCTTCTAGTTCCACTCCTAGTGAAG 
AAAGCAACGAAGAATGTGCTAATACCACGACATAA 

YJR049C_homolog 592aa (SEQ ID NO 3 94) 

MSHKTQSQLSSQMKNLNTPPIDFNSTSSNNTMPSEPNSQPQQQQSQPEAKTEPQTIRPATFTTSGN 
SSSSSISTLSADIIQPLHQLSINNNNSTVTQPAPQSSSFQRRmPQRFNRNQEJJVYTDra 
SSISSSPKDFFTREPPRIHSKLICEEIASANNRAAKEVLSRLSTDELRSVKSHTELAETANGVRML 
AKNLSRATIQLDVRAIMIITKARDNGLIYLTKEWEWILDQHPHITIYADEKLAKSKRFNPESIIA 

NYPNGCKKLKYWNKKLTTKNPEIFDLVLTLGGDGTVLFASNLPQKIVPPILSFSLGSLGFLTNFEF 
SAFRTVLSKCFDSGVKANLRMRFTCRVHTDEGKLICEQQVLNELWDRGPSPYVTHLELYGDGSLL 
TVAQADGLIIATPTGSTAYSLSAGGSLVHPGVSAISVTPICPHTLSFRPILLPDGMFLKVKVPSSS 
RATAWCSFDGKVRTELKKGYYVTIQASPFPLPTVMSSKTEYIDSVSRNLHWNIREQQKPFSSYLKP 
ETRQSIAESERLDNLHISSEQDESNHEEPEITEDFDINYTDNERDSSSSTPSEESNEECANTTT 

YLR048W_homolog EMBL_entry 1042bp public: 1..1042; CDS: 28.. 786 
(SEQ ID NO 3 95) 

ATAGCGGCCGCGCATATAATAGAGAATATGTCATTACCAGCTTCATTTGACTTAACTCCAGAAGAT 
GCTAAATTGTTATTAGCTGCCAACGTCCATTTGGGTGCTAAGAACGTTCAAGTTCACAACAAACCA 
TATGTTTACAAAACCAGACCAGATGGTATGAACATCATCAACATTGGTAAAACTTGGGAAAAAATT 
GTTTTGGCTGCCAGAATTATTGCTGCTGTTCCAAACGCTTCTGATGTTGCTGTTTGTTCTTCAAGA 
ACTTTCGGTCAAAGAGCTGTTTTGAAATTTGCTGCTCACACTGGTGCTACTGCCATTGCTGGTAGA 
TTCACTCCAGGTAACTTTACCAATTATATCACTCGTTCATTCAAAGAACCAAGATTAGTTGTTGTT 
ACTGACCCAAGAACCGATGCTCAAGCCATCAAAGAATCATCTTATGTTAACATTCCAGTTATTGCC 
TTGACTGACATGCAGTCTCCATCTGAATACGTTGATGTTGCCATTCCATGTAACAACAAAGGTAAA 
CACTGTATTGGTTTAATCTGGTGGTTGCTTGCTAGAGAAGTCTTGAGATTAAGAGGTATTATCCCA 
GACAGAACTACCGAATGGTCAGTTATGCCAGATTTGTACTTCTACAGAGACCCAGAAGAAATTGAA 
CAAAATGCCGTCGAAGAAGCTAAAACTGAAGGAGTTGAAGGAGCTCCAGTTGCTGAAGCTGAAACC 
GAATGGACTGGTGAAACTGAAGATGTTGATTGGGCTGATTCTGGTGCTACCCCCAGCTGCTGAAGA 
TGCTGCTGCTTCTATCTGGTAAACACTGAAATCTACCAATAAGAAGTAGAAGTAGAAGTAGAAGAA 
GAAACAATAACAACAATAACAACCAAAATAAAAAAAAGGTTTAATGATGTATATTATCGATAAGGA 
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GAAAGAAGAGATTTTCTTTTTTAATAATGAGGATGCCATTTTATACAAATCCAAAATTGTAATTAA 
GAAAGATTAATAAATATAAAATATATATATATAAGTAAAAAAAAAAAAAAAA 

YLR048W_homolog SWISS-PROT_entry 253aa (SEQ ID NO 396) 

MSLPASFDLTPEDAKLLLAAIWHLGAKNVQVHNKPYVYKTRPDGMNIINIGKTWEKIVLAARIIAA 

VPNASDVAVCSSRTFGQRAVLKFAAHTGATAIAGRFTPGNFTNYITRSFKEPRLVWTDPRTDAQA 

IKESSYVNIPVIALTDMQSPSEYVDVAIPCNNKGKHCIGLIWWLLAREVLRLRGIIPDRTTEWSVM 
PDLYFYRDPEEIEQNAVEEAKTEGVEGAPVAEAETEWTGETEDVDWADSGATPSC 

YLR088W_homolog 133 5bp public: 1 .. 80/494 ., 776/821 .. 1335 , PathoSeq: 
81. .493/777. .820; CDS: <1..1332 (SEQ ID NO 397) 

TCGGGGCTACAAATTTCGTCCATGAAAATTGGGTTCGCCACCAATACTTTGTATGCGATTATGCAT 
GCTCCACGAGGTGAAAATACCGAGGCAATGGCGTTGGTTGTGCCATGGACTAATTCTGACAACGAG 

TACAATGAAGGTGCTATGAGTTTGGCGGTGGCTTTGGCACGGTACTTTACAAAGATGTCGATCTGG 
TCGAAAAACATTATTTTTGTATTTCCTGAGACGGGCCACAGACCGTTGAGGTCGTGGGTTGAGGCA 
TACCATACGGTGTTGGACGATACTGCGGGGTCGATTGAGGCGGCGATTATTATGGAGTACGGCAAG 
AACGGTGATTATTTTGAGTATTACGATATGTTCTACGAAGGGTTGAATGGGCAGTTGCCGAATTTG 
GACTTGTTGAATACGGCCAATGTAATGACGTATCATGAACAGATCCCCTGTGCCATGCAAGGGATG 
TCGGATAGGGTTATCAATTATAGCACCCGGTTGCAGACTTTGTTTAGGGGTATCCTCAAATTGACG 
CTTGTCGGGTTGACTGATGAAGTTCATGGGTGTGAAGCATTTTCGGGGTGGCAGATCCAGGCATTT 
ACGATCAAGGTAAGGGGGACTGAAGGGAAAGATGTTACGCAGTTTGGCCGGATTGTCGATTCTACG 
TTTAGGTCGGTTAACAATTTGCTTGAAAAGTTTCACCAATCGTTTTTCTTTTACTTGATGTTGTCG 
CCAAAACACTTTGTGTCTATTGGGACGTACTTGCCGTCGGCGATTTTGTTGGCAGTATCGTATGCG, 
TTGAGCTCTGTCAGTGCGGTGGTGGTTGCC6GGTTTGATTTTCGAAAGCTATATTTTGTGGTGGTG 
GTTGAAATTGCGTGTGCTATTTTGGCGTTTGTGCCGGTGAACCAGGTGATGCTTGTAGCGATTCTG 
GCGGTGGTGTTGTTGCCGCGCCAAGCCATCTTTTCCAAGCAGGCGGCGTTTTCGCTAATTTCTATT 
GCGTTGTTGGCAGTGGCATTACTTATTACCGCCCTCTTGATTGTACATTTTGCATTGGCGTTTAGT 
ATTGGGATTTTAGCCCTTCCATTGACATTTGTCCCGACATTAATGAAGAACAAGTCTAGGCTAACA 
GCTTTTTGTTTGGCGGTGTCGAATCCGTTTTTTGTGATTTTCGTTGCTGGGAAAGTGCTTGGCCAC 
CCCGAGCTATTTGACCGGTTGGTCACTGCCTGGTCGGACATACAGTGTTGGACATGGTTTATCGTT 
GTTTTGGGGTGGTTCCCAGCGTGGGTGATTATCACACTAAGCTACTGTGGCTACAAGCCAGTTAAG 
GAAAAAAGTGAATAG 

YLR088W_homolog 444aa (SEQ ID NO 398) 

SGLQISSMKIGFATNTLYAIMHAPRGENTEAMALWPVfTNSDNEYNEGAMSLAVALARYFTKMSIW 
SKNIIFVFPETGHRPLRSWVEAYHTVLDDTAGSIEAAIIMEYGKNGDYFEYYDMFYEGLNGQLPNL 
DLLNTANVMTYHEQIPCAMQGMSDRVINYSTRLQTLFRGILKLTLVGLTDEVHGCEAFSGWQIQAF 
TIKVRGTEGKDVTQFGRIVDSTFRSVNNLLEKFHQSFFFYLMLSPKHFVSIGTYLPSAILLAVSYA 
liSSVSAVWAGFDFRKLYFWWEIACAILAFVPVWQVMLVAISAWLLPRQAIFSKQAAFSLISI 
ALLAVALLITALLIVHFALAFSIGILALPLTFVPTLMKNKSRLTAFCLAVSNPFFVIFVAGKVLGH 
PELFDRLVTAWSDIQCVtfTWFIWLGWFPAWVIITLSYCGYKPVKEKSE 

YLR167W_homolog 1190bp public: 1..1190; CDS: 501.. 1187 (SEQ ID NO 
399) 

TAGGTCATTCATAACAATTGATAGATGCAAGCTAATTGGAATGAjyU^TCCATCTTGTATCAAAAC 
CCTTTGTTCCTCATAGTTAATCCGACTAAAGAAGTGTTTTTTTTTTCTTTTCTTTTTTGCTATATC 
CTAGTTGCCTTAACGACAGTAATAGTTAAAGCGTTGGGAAGTAATGGTGAACTCGAACCATTTGGT 
TGACGCTGACGATTAATAATGTGAATTTCTTTTTTCTTTTTGGTTGTAGTAATTGCTTTGTTTTGT 
TGTCTAAATTAGGAAAATGTCGTGACCTTACGTACAGCACACACATACCACTGTCGTGCACTGACC 
AACAACAATGCGGTGTTAATCGATAACCAAAAGATTATAAATAGGGGGTGGAAGGTCGCCACTGTT 
TGAAATGAATCAACACAGTTTTTTTTCTTCTTGCTTTTTCTTTCTATTTTACATTACAAATTCTGA 
CAATCGTCAACTAACATATATATACAAATCTACAAGCAATGCAAATTTTCGTTAAAACTTTGACTG 
GTAAAACCATTACCTTAGAAGTCGAATCTTCTGACACCATCGATAACGTCAAATCCAAGATCCAAG 
ACAAAGAAGGTATTCCACCAGACCAACAAAGATTGATTTTCGCCGGTAAACAATTAGAAGATGGCA 
GAACCTTGTCTGACTACAACATCCAAAAAGAATCTACTTTACATTTGGTTTTAAGATTGAGAGGTG 
GTATGCAAATCTTTGTTAAAACTTTAACTGGTAAGACTATCACTTTGGAAGTCGAATCTTCTGACA 
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CCATCGATAACGTCAAATCCAAGATCCAAGACAAAGAAGGTATTCCACCAGACCAACAAAGATTGA 
TTTTCGCCGGTAAACAATTGGAAGACGGTAGAACCTTGTCTGACTACAACATCCAAAAAGAATCTA 
CTTTACATTTGGTTTTAAGATTGAGAGGTGGTATGCAAATCTTTGTTAAAACTTTAACTGGTAAGA 
CTATCACTTTGGAAGTCGAATCTTCTGACACCATCGATAACGTCAAATCCAAGATCCAAGACAAAG 
AAGGTATTCCACCAGATCAACAAAGATTGATTTTTGCTGGTAAACAATTAGAAGATGGCAGAACCT 
TGTCTGACTACAACATCCAAAAAGAATCTACCTTGCACTTGGTCTTGAGATTGAGAGGTGGTTTCT 
AA 

YLR167W_homolog 229aa (SEQ ID NO 400) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKEST 
LHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTL 
SDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFA 
GKQLEDGRTLSDYWIQKESTLHLVLRLRGGF 

YLR234W_homolog 2390bp public: 1..2390; CDS: 501.. 2387 (SEQ ID NO 
401) 

TCCAGAATAGTAATTAGGGACTTTAATTTTATTAGGAGTGGATTGCATAGAATATGCTATCTAATA 
GATACATCTTATTATATTCTTATTCATGGGAAAGCACCAGTATATGGAAATGCTGCCCAAGGTAGT 
GCACACAACAAACTAGTTTACAAAGTAAAATTCGAAGTTACGTCAAAGCTTAGAATGGTTCTTATA 
GTAGTTGTCTACTCTATCAAAAAACCCATAATTTGTCTATATAACGTAAGGATCACTATATGCTGT 
TGAGTAAGAAATATGTTGCGAGCCGTACCGACAATGGATTGGCTGAAACTTGTTCTCATCAAACTT 
GCAAAACACTTGGAGACGCGCGCGCGTTTCAACACACAATAAACAACACGAAAAATAAGGTAGAAA 
ACAAAAAAAAAATAAAAGGAACTTTAAACAAGAAGTAATCCCCATTAAAACTTGATCAACACTTTT 
AGGGTTTCCGATTTCCCCATTTTCTTGACTAAAATAATATGAGAATACTATGTGTTGCCGAAAAAC 
CATCGATTTCAAAAGAGGTGGCAAACATTTTGGGAGGAGGGCGAAAAAAAGTAAGAAACTCACGAG 
AAAAATTCATCAAAAACTACGATTTCACCTTCACTTTCAACTCTGAAGATGGGCCATGTCAAGTAA 
CCATGACTTCGGTGGCTGGACATATCACAGGACTTGATTTTGGGTCTGCCTTTTCGTGGGGAAATT 
GTGTTCCCGGGCGACTATTTGAAGCAGACATCAAGACCATTATCACCAAGAAATCTATTTATGAAA 
ATATTGCAGAAGAGGCAAGAAACGCTGATAAGTTGATGATCTGGACAGATTGTGATAGAGAAGGAG 
AATACATTGGATTTGAAATTATGAATGCTGCAAGAAAATACAATAGGAACCTTGGGTTAAACAATA 
TTTGGCGAGCTAGGTTTTCACATCTTGAACGAAATCACATTATTCGAGCAGCAAAAAATCCCGTGA 
ATTTGGATATGAGTGCAGTTTCTGCAGTTTCTTGTCGTATGGAAATCGATCTTCGAGTGGGTACCA 
GTTTTACACGTTTGTTGACTGATCAATTGAGACAAAAGGGGATAATTGAAAAGAATGAACTAGCTT 
CTTATGGTACATGTCAATTCCCGACATTGGGGTTTGTTGTTGATCGATACAAACGAGTCAAGAGTT 
TTACACCGGAACCATTCTGGTATATTGAGATTGAAACTAGGAAAGAGAATAAAAAGACAATTTTCA 
ATTGGGTTCGAGGTCATTTTTTCGACAAGATGTATGTGGTTATGCTTTATGATCGATGCTGCAAAA 
GTGGAGAATTTGGAACCATATCAAAAATAGAATCAAAACGGAAACCAAATTTCCGTCCATTCCCAT 
TGACAACCGTGGAGTTACAAAAAGATTGTGCTAGATTTTTTAAGATGTCTGCTAAGACGGCGTTGG 
CAGCTGCTGAAAGACTTTATAACCTAGGGTATTTGTCGTATCCTAGAACTGAAACTGACAGGTTTG 
CCAAAGAAACCGATTTCAAGAGCTTACTAGAGGTGCACAAACAAGATCCGCGATGGGGAAGCTATA 
CAACAAAGCTTTTGAACGAAGGTTTCGAAACTCCTCGAAGCGGTTCTCATGATGATAAGGCGCATC 
CTCCAATCCATCCTATCAAATATGTTTCTTTGGACACCCTAAACACCCTCGATGAAAAGAAAGTGT 
ATGAATACGTTGTGCGACGCTTTATTGCCTGTTGCTCCAAAGATGCTGTTGGTACGCAAACCGTGG 
TGACTTTAAAATGGGGAGATGAATTCTTCACCGCAAGTGGATTAATGGTGCATGAAAAAAATTATT 
TGGAAGTGTATACTTACAAAAAATGGGAAAGCTCTAAACAACTACCGAAATTTACAGAGGGAGAAC 
AGGTCAAGTTGTCGAGTGGAATATTGAAAGACGGTAAAACAAGTCCACCCAATCATATGACCGAGC 
CCGAGCTAATTGCATTGATGGATGCCAACGGTATTGGAACCGATGCTACTATCGCTGAACATATTA 
ACAAAATAGAGACTAGGCACTATATTAATAAATTGAAAAAGGGGAAAAATGAATATATTCTTCCTA 
CTCCTTTAGGAATGGGGCTTATAGAAGGCCTTGAAAAAATGGAATTTGAAGATGTATCACTATCGA 
AACCATTTTTGCGGAAGTCGTTGGAACGATCACTTGAGGACATAGCAACCGGGTCCCGGCCAAAAG 
TGGATGTTTTGAATACAACAATAGGCGTATATGTTGACGCTTATAGTGTTTGTTCTCATCAGATAC 
TTGTTTTGTGCAATGAATGTAGGAGAATTATACTTGGAAATAGCAGTAACAACAACAACAACAATA 
ATAATAATACGTAA 

YLR234W_homolog 629aa (SEQ ID NO 402) 
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MRILCVAEKPSISKEVANILGGGRKKVRNSREKFIKNYDFTFTFNSEDGPCQVTMTSVAGHITGLD 
FGSAFSWGNCVPGRLFEADIKTIITKKSIYENIAEEARNADKLMIWTDCDREGEYIGFEIMNAARK 
YNRNLGLNNIWRARFSHLERNHIIRAAKNPVNLDMSAVSAVSCRMEIDLRVGTSFTRLLTDQLRQK 
GIIEKNELASYGTCQFPTLGFVVDRYKRVKSFTPEPFWYIEIETRKENKKTIFNWVRGHFFDKMYV 
VMLYDRCCKSGEFGTISKIESKRKPNFRPFPLTTVELQKDCARFFKMSAKTALAAAERLYNLGYLS 
YPRTETDRFAKETDFKSLLEVHKQDPRWGSYTTKLIiNEGFETPRSGSHDDKAHPPIHPIKYVSLDT 
LNTLDEKKVYEYWRRFI ACC SKDAVGTQTVWLra/TODEFFTASGLMVHEKNYLEVYTYKKWES SK 
QLPKFTEGEQVKLSSGILKDGKTSPPNHMTEPELIALMDANGIGTDATIAEHINKIETRHYINKLK 
KGKNEYILPTPLGMGLIEGLEKMEFEDVSLSKPFLRKSLERSLEDIATGSRPKVDVLNTTIGVYVD 
AYSVCSHQILVLCNECRRIILGNSSNNNNNNNN^ 

YLR241W_homolog 3 098bp public: 1 .. 827/2190 .. 3098 , PathoSeq: 
828. .2189; CDS: 501. .3095 (SEQ ID NO 403) 

ATATATAGAATTATGGCTTAGTGCCCTTTATTAACTAAATTAGAGGTTACATTAATACAACTTAAC 
AAACAAGGAAACTAACATCCACGTATAGGGCTTCTTATATTAATATACCTAATTCAACCTGATTAT 
ATTGCCTTATATACAGCTTGTAAAAAAACACATAAGAAAGTTTACATCTCAAGATGAATTATCCCC 
CTATTGTAAAAAGTACATCGCCTAATGATAGACATCATAGAGTACTGGCGACTCCTTACATGATGG 
TAACGACAACAACTACAACAAAAAAAAAACATTATCTTGACGGTATAATTAGTAGTGTGCGAGAGG 
CACACGATAAGATTTATCAGTTTCCTTTTCTCGGTTGACCTTAATCTGTTTTTGTATAGACTTTAT 
TTTT1T7TGTTTTTGACCACACCCACTTTTTAATATCACAAGATATTTAACTGATTATAGAAAACAA 
CAACAATAACCCAAATACGTTAACCACTTTTATTACATATGATAGACAATATAATCAATAATTTGC 
AAATCATACTACAGCAAAATGATGATAATTTTACATCCCCTCACGACGATGTGATATATCGACCAC 
ATTCTGCTCGTGTAGCACGATATCAAGTAATAATTGCATCTACATTGGGACTCACTGCCCTATTAC 
TATTTTCTATCTTACGATTAAAATATCCCAAAATATATGTGGCAAACTTTAATCATTTGAATTTCA 
GTCTACATTCGACCTCAAGAAGGAATTTACCTGAATTGCCTTCAAATTCATTATTTGGTTGGATTC 
CTACAGTTTACAAAATTACTGAGCAAGAAATTTTGGAACATGCTGGATTAGATGCAGTTGTGTTTT 
TGGAATTTTTTAAAATGTGCATTCGAATAATAAGCATATGTTTAGTATTTGCCATTATTATCATAT 
CTCCTATCAGATACAAGTTTACAGGGAGAGTAGATGAAGATTATCCCGACGATGATAGTGACAACG 
ATGACGATGATGGAAGTAATAATAATGGTACCACAATAATTAAGCATATAGTGTCAGCTGGAATTC 
TGGTGGCAAGTAAAAATAACGATGGAGAACAGTATCAACAATTTCTTTGGTTATACACTATTTTCA 
CCTATGTATTTACATTTGTTACTGTTTACTTTCTATTCAAACAAACCAATAGGATTATTTCTATGC 
GTCAGAAGTATCTTGGATCGCAAAATTCAGTCACCGATAGAACGGTAAAAATATCTGGGATACCAG 
GATCATTACGAGATGAAGTGGCACTCGCACGGCACATTGACCGTTTGAATATTGGTGAAGTGGATT 
CTGTGTTGATTGTCAAGGAGTGGCAAAATCTAAACAAACTATTCAAAAGAAGGAGAAGAATAGTTC 
GAAAATTAGAGGAAAGTTGGGTTGAATATTTTGAAAAAAATGGGATAACCAATAAGAGCGATTTGA 
TATCGTTGCATCCCCAAGTTGGCGAACTGTATCGTTTTTCCAATAGGTATACTGATGATGCAGAAG 
AATCACCAGACTGGGGATCTCAAAATTCGAACTCTGCACAAGCTTCAATAATAGATCAAGACTCAG 
AATCTGTTGAAGGAGATTCTTCTGACACTTTGAATCGCTTGTTGAATGATGAACTGAGAACAAGAC 
CAAGTCTTCGGAAAGGTTGGTTCGGATTGTTTGGACCTAAAGTGGATTCAATAAACTACTACACCG 
ATAAATTGGAGGTCATAGATAAAGAGATTACCAGGGCCAGAACTAGAGAATATCCCGCCACTTCGA 
CTGCATTTCTCACTATGAAAACCGTGGCTGAAGCACAAATGTTGGCACAGGCAGTCTTGGATCCAA 
AAGTCAATCATCTTATCACCAACTTGGCCCCTGCTCCTCATGATATCCGATGGGATAATTTGTCAT 
TAACTAGACAAGACAGAAATACAAAGATCCTTGCTGTCACGATATTTATTGGTATAATGAGTTTGT 
TGTTGGTTTATCCAGTCAGATTTATGGCTAGTTTTTTAAACACTAAAAGCATTTCTAAAATATGGC 
CATCATTGGGGAAAGCTATTGAATCGCATAAATGGGCCGAAACTTTGATTACTGGATTATTGCCAA 
CTTATTTATTTACAATTTTAAATATTGTGATTCCGTTTTTTTATGTATGGATTTCTGAAAAGCAAG 
GTTATTTATCTCATAGTGATGAAGAGTTGTCATCGGTATCCAAGAACTTTTTCTATATATTTGTGA 
ACTTATTTTTGGTTTTCACAACTTTTGGTACCGCCTCTTTTGTTGATACGACCAAAATTGCATTTG 
ATTTAGCAAGATCACTCAGAGATTTGTCAATGTTCTATGTTGACTTAATAATTCTACAAGGATTGG 
GTATATTCCCATTCAAATTATTATTGGTGGGGAACTTACTTCGCTTTTTAGTGAATTCATTATTTA 
GGTGCAAGACCCCAAGAGATTACTTGAATTTGTACAAACCGCCAGTTTTCAATTTTGGTCTACAAT 
TACCACAACCAATATTGATATTTATTATTACGTTGGTATACTCGGTAATGTCTTCGAAGATATTAA 
CTGCAGGGTTACTATATTTTATTATTGGTTATTTTGTGAGCAAATACCAATTGCTTTATGCTTGTG 
TTCATCCTCCACACTCAACGGGCAAAGTTTGGCCAATAATTTTCCGAAGAATCATATTAGGGTTAT 
TTCTTTTTCAAATCACAATGGTTGGCACATTAGCATTACAAGATGCAATCACATGTGCTACTTTCT 
TGGCACCATTGCCGTTTTTGACACTTTACTTTTGGTGGAGTTTCCATAAACAATATATTCCCTTGT 
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CAACATTCATTGCCTTGAGAGCAATTGAAAGCAATGAAAATATCAACCCTACTGATTTGGAGCAAA 
TCATTGAAAACAACAATAATAAAACTCTTGACGAAAGAAGGGAATTGAACACTAAATACGAATACC 
CCAATCTAGTTAATGATTTAGACGGGCCAATGATTGCATTGGATG6TGAAGATGTATTGATAGTTA 
ATCGAGATGGTACAACTGTACGGAAACCACCTCAATATTTCAGTTCAGAATGGGACTATTAA 

YLR241W_homolog 865aa (SEQ ID NO 404) 

MIDNI INNLQ 1 1 LQQNDDNFTS PHDDVI YRPHSARVARYQVII ASTLGLT ALLLF S I LRLKYPKI Y 
VANFNHLNFSLHSTSRRNLPELPSNSLFGWIPTVYKITEQEILEHAGLDAWFLEFFKMCIRIISI 
CLVFAI II I SPIRYKFTGRVDEDYPDDDSDNDDDDGSNNNGTTI IKHIVSAGI SVASKNNDGEQYQ 
QFLWLYTI FTYVFTFVTVYFLFKQTNRI I SMRQKYLGSQNSVTDRTVKI SGIPGSLRDEVALARHI 
DRLNIGEVDSVLIVKEWQNLNKLFKRRRRIVRKLEESWVEYFEKN6ITNKSDLISLHPQVGESYRF 
SNRYTDDAEESPDWGSQNSNSAQASIIDQDSESVEGDSSDTLNRLLNDESRTRPSLRKGWFGLFGP 
KVDSINYYTDKLEVIDKEITRARTREYPATSTAFLTMKTVAEAQMLAQAVLDPKVNHLITNLAPAP 
HDIRWDNLSLTRQDRNTKILAVTIFIGIMSLLLVYPVRFMASFLNTKSISKIWPSLGKAIESHKWA 
ETLITGLLPTYLFTILNIVIPFFYVWISEKQGYLSHSDEELSSVSKNFFYIFVNLFLVFTTFGTAS 
FVDTTKIAFDLARSLRDLSMFYVDLIILQGLGIFPFKLLLVGNLLRFLVNSLFRCKTPRDYLNLYK 
PPVFNFGLQLPQPILIFIITLVYSVMSSKILTAGLLYFIIGYFVSKYQLLYACVHPPHSTGKVWPI 
IFRRIILGLFLFQITMVGTLALQDAITCATFLAPLPFLTLYFWWSFHKQYIPLSTFIALRAIESNE 
NINPTDLEQIIENNlSnflKTLDERREIiNTKYEYPNLVNDLDGPMIALDGEDVLIVNRDGTTVRKPPQY 
FSSEWDY 

YLR321C_homolog 1559bp public: 1 .. 947/1189 .. 1559, PathoSeq: 
948.. 1188; CDS: 501.. 1556 (SEQ ID NO 405) 

TTCCAGAATTAGTAGATATTTCTGATATCAAGTTGGAGATAGGGATATCGAACTGGGATTCTATAT 
TTTGTTTTATCTTGGAGAACCTGTGTTGTTGTTGGCGTTCTATCTCTTTATATATTTTCTCTATTA 
ATTCAATTGAAACATTTGAAGGAAATTCTTTCTTAAAAGCATCTAGTGACACATGATCTCTAATCT 
CCAGTCTTTTGATTAAATATTCTTTTAGAATATCAGGTGAAGAAGTGTTGGTAGTCATAGCTAGTA 
GATACTGTGTGGTGTCTGGGATAATAATTATAATGTAAACAAAACAAAGTCGTGTCAGTGTATATT 
TTTCTTTTGTCAATTCCATCTTTTTTTTTTTCTCTTGAGAAATGTATAACAGAGGATCCATCCATT 
TGCTTGACAGAGAAATACAGAACACTAAACAAACATTTTTTCATTCCTTTCTTGTTTTGTTCTGTT 
ATACCCCAAAAGTTT6AATAAGTCTTCAGATATCTAGCATGGCAACTTCTCAAGAATTGACAGCAG 
ACATACAAGCTCTTGCAACTAGTTTCCCCAAGCGATTAGCTAATGATAGT6ACAATTCATTACTTA 
TTAATGTTGCACCAACTGGTCGACAAGCCAAAAGACATATTCAACAGATTAATTACTCCGAAGAGT 
TTGGAGATGACCTTGATTTTGATGAATTCCCATCTTCGACACCCGGTACTAGAAGCTTAAATGAAA 
ATAAAGCTCAAATAGAAGCACAAAGATATTCTCTTGCGAAAAACACACCAACGCCCAAGAGAATCT 
TAGAAAAACCGGTGTTATCTGAGTTGGTTGAAAAACCAGTGGTGCTTATTCCTATCAAAATAATGA 
TTGAGAATTTGAACACAAACCAAAAGTTGATTGATTCCTTTATGTGGAACTTGAATGAAAGCTTGA 
TTACACCAACTGAGTTTGCGGAAATTGTTTGCAGTGATTTAGATTTACCATTCAGTATGGCTGCAC 
AAATAGCAGACTCCATTAATCAACAGATTGAAGAGTATTCCTATGCATCTAATTTACAACTACCAA 
ATAAGGGCCCTTACAATGTTACCATTGATTTATCAGTAAACTTAAATAAACAATTATACCAAGATA 
GATTTGAATGGGATATGAATCAAAATGAAGTTACACCAGAAATTTTTGCTGAAATAGTTGTTGCTG 
ATTTGGGGTTATCGTTAGAATTTAAGAATGCCATATCACATGCATTGCACGAAATAATTATCAGAG 
TGAAAAAAGAAGTAATAGATGGTACTTTTGACAATGAAATGCACAACTTGCATCTAGTAAAAGGTA 
TAATGTTTGAACAAGGAATTAGAATTTTCACTGAAAACAGTGTTCAAAATGGAAATGACCGTTGGG 
AACCTTTGGTCGAAGTATTGACTTCTAGTGAAATCGAAAGAAGAGAAAATGAAAGGGTTAGAAACT 
TGAGAA6ATTAAAGA6AGAGAATATGAGAAGAGATTACGATGATCATAGTAGGAGAAGGCAAGCAG 
GAAAAAGAAGGTATGATGAGTTAGAAGGAGCCTGGGTATAG 

YLR321C_homolog 3 52aa (SEQ ID NO 406) 

MATSQELTADIQALATSFPKRLANDSDNSLLINVAPTGRQAKRHIQQINYSEEFGDDLDFDEFPSS 
TPGTRSLNENKAQIEAQRYSLAKNTPTPKRILEKPVLSELVEKPWLIPIKIMIENLNTNQKLIDS 
FMWNLNESLITPTEFAEIVCSDLDLPFSMAAQIADSINQQIEEYSYASNLQLPNKGPYNVTIDLSV 
NLNKQLYQDRFEWDMNQNEVTPEIFAEIWADLGLSLEFKNAISHALHEIIIRVKKEVIDGTFDNE 
MHNLHLWGIMFEQGIRIFTENSVQNGBTORWEPLVEVLTSSEIERRENERVRNLRRLKRENMRRDY 
DDHSRRRQAGKRRYDELEGAWV 
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YLR325C_homolog 737bp PathoSeq: 1..737; CDS: 501.. 734 (SEQ ID NO 
407) 

AAGAAAAGTATAGTCAAATTGTTATACAAGCTAAGGAGCCATAAACTTTCTTTGGACATGCTAATA 
TCGCTCCTGACCATTGTTTACTATATTCAACAAAACGAATTCAACAAGGCAAACGAAAGCTACATG 
AAACTAAGTATCGGCAACGTCTGTTGGCCAATTGGGGTGGTCAATGTAGGTATTCATGCAAGAAGT 
GCAGCACTGAAAATAACCGGTGCCTCTAACGTCAGTAACATAATGCTAAGCGAGTCTACACGAAGA 
TGGATTATAAGTATAAAGAGGTTGATTAGTTTTAAAGAGAGAGTATATAATAATGCACGTGATTAG 
TTTAGTAATTTTTTGCGAGTTAGGGCTATAGCCCTAAGACATTCACACAACTAACAAAAAGGAAGT 
TCTCACGCACATAACGTGTAACCCACATAAAGAAAGAAAAAAAAATTTCCTTTGAAAAAATTCACA 
TCACGCTTTAACCACTTCAACCTATAACAACTCCAACCATGGCTAGAGAAATCAAGGATATCAAAG 
AATTCGTCGAATTGGCTAGAAGATCAGACATCAAATCTGCTATTGTCAAAGTTAACGCCAAGGTCA 
ATGCTAACGGTAAAAAATTCAAACAAACCAAATTCAAGGTCAGAGGTTCAAGATACCAATACACTT 
TAGTTGTCAACGATGCTTCTAAAGCTAAAAAATTACAACAATCTTTACCACCAACCTTAAAAATCA 
CCAACTT6TAA 

YLR325C_homolog 78aa (SEQ ID NO 408) 

MAREIKDIKEFVELARRSDIKSAIVKVNAKVNANGKKFKQTKFKVRGSRYQYTLVVNDASKAKKLQ 
QSLPPTLKITNL 

YLR344W_homolog 1348bp PathoSeq: 1..1348, exon 1: 501.. 515, intron 
1: 516.. 979, exon 2: 980.. 1345 (SEQ ID NO 409) 

ATACCATGACAAGCAAGCTCAGGGTCGCGGGTTCGAGTCCCGCGGGGAGCTAATTATACCCTCATT 
TTTGAACCCACCAAATTTTCTTTCACATTATAATGAAATAAGAGTATTCCCTGGCTTCTTTTTTTT 
TTTTTTTTGGCAATATAGAGAAGACTGTAATAAGTATAGCTCACTAAAAGTCTTTTTTTTTCTATT 
CGTTTTATATTTTTTTAAGAAATTTGATGTTGATTTGGTAAATGCCAAATTTTAAATGTGTGTTAG 
GGCTATAGCCCTAATGTACTGTATATGCAGTATCAGAAATACTTTTGTTACGCACAGTTTGTCTTA 
CCAAATACATTATATATATATATTTTTTTTTTTTTGAGTAGAGGAGCTACACTAGACCACAGTGCG 
AAAAATTCATCTCTCTATACACTTACTCAATTTGAAGATATTCAAATTTTTTTCAAAAAAAAATTC 
CTTTTGGATCGATACTAGATAGCATATAATCATCAAAAATGGCCAAGATCAGTCAAGGTATGAAAT 
AGATATTCAATTAGATATGGAGAAAGGAAGATAAAAGGAAAAGAAAAAAAAAAAAGAAAGAAATAA 
AGGAATATATACATTGAAAAGGAGATAGAACATCAAACAACAACCATTAAGAATTAAGTTTAATAC 
AGTTTCAATAAAGAGGGTTTTTTTCTCAGAACAAACCATTGACTGAAGTACTACACCAAGAAGGTA 
TAATGATTTCACGATTTACCTGAATATAAAGAACATCCTTAATATTGAATTTCAATATTAAAAATA 
CAATTTGGGGATATTGATGAAATTATGTATAGGAGATTCCATTTTTCAAACTTGTTGAATGGAAAA 
CTTGAAAAATCAAATCAAATCAAATCATAACCCTfCAATATATTCCTTCCTTATCTTACTTTTCCT 
ATTAAAACAAAGACTAAGAAACATTCAGTAAAATACTAACAAAAATTCCATTTATATAGACGTTTC 
TTCATCTCGTTCTAAAGCTAGAAAAGCTTATTTCACTGCTTCATCAGTTGAAAGAAGAGTTCTTTT 
ATCTGCTCCATTATCCAAAGAATTAAGACAACAATACAATGTCAAATCTTTGCCAATTAGACAAAA 
TGATGAAGTTTTAGTTGTTAGAGGTTCTAAAAAAGGTTCTGAAGGTAAAGTTAATTCTGTTTATAG 
ATTGAAATTTGCTATTCAAGTTGATAAATTACAAAAAGAAAAATCAAATGGTGCTTCTGTTCCAAT 
CAACATTCATCCATCTAAAGTTGTCATTACTAAATTACATTTGGACAAAGATAGAAAAGCTTTGAT 
TCAAAGAAAAGGTGGTAAAGCTGAATAA 

YLR344W_homolog 127aa (SEQ ID NO 410) 

MAKISIDVSSSRSKARKAYFTASSVERRVIiLSAPLSKELRQQYNVKSLPIRQNDEVLWRGSKKGS 
EGKVNSVYRLKFAIQVDKLQKEKSNGASVPINIHPSKWITKLHLDKDRKALIQRKGGKAE 

YLR393W_homolog 1631bp public: 1 .. 1207/1209 .. 1631 , PathoSeq: 1208; 
CDS: 501.. 1628 (SEQ ID NO 411) 

TTCATCTTTCGAAATCTTCCCTCTTGGAAACGACCAAGAGTTGGATTCGGTGCCCTTGACTAGCAC 
AACTTTGTTCAAATCTTTATTGAATAATGCAACACCACGAACCGGTATGGTCGATTTATATTTTCC 
GAATTTAGATAATGCTTCCTGTGGGTCACCCCATTTCCAAATAAGCGGGCATTTCTCTAAAATCTT 
TGTACTGAACGTCTTCATCTTCATGCTTTGCAAATCGGGATTCAACTGACGAACAAAGTCAGCATA 
AAACCATTGTGCTTCCTCAATCTGAAACATTATTCTTTCAATGGAAGATAAATCCTCTTCGGGAAC 
ATTCACCACAAATCTAACTAACAAATCTTCCAACACCCGATCTAGAGTTTGATTAGCTAAACCATT 
GCGTAATTGGATCGACATATCTTGTTATTTTCTATGATTAATCTTTCTTTTTTCTTTCTTTTTCAC 
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TGAATATTCGTAATTAAAATTGATTCAAAATTGTATTGATGTTTGTATACTGGATAAACAACTTGT 
GTGAGATCATTCAATGTATTTGCTGGCGGAGAAGGAGGCAAGGACGAACTTTTTTTCCTTCATACT 
TTTTTTTTTCTCTCTCTCTTTTCTTTCAGTCACATTGTCTGAGTGTTAAAGGCTGGCTTTTCTGTG 
CTGAACCTTGTGGACTGGTAAACGCACGACATAGAGTAATATTTGGAGAAACCAAAAGAATTTTGA 
AAAACCGTGGTTTGAATTCGACCACAGATTGGTTGGACGACAAAATGCAAAGTGTATTCATCCGGA 
CTTTTGCTACCTCAAGAATAGAGTTCCAGCGGTACCAGCCGCGTTTTGTTAATACCATTAAAGAAA 
CGGTCAAATCGGCACAAGAAAAGTCGTACAGTATTACTAGACCATTGGGGTTGTCAAAACCAGTTT 
TGTTAAATCATAAATTGTCAGACACATACTCATTGTCCAATATATACGAGGAGTTGTTTGGTCAAA 
AATCCAAAGAAAGAAGACAGAAACAACTAGACTACGATTTGAAACACTCGCCAATTTATGAAGTCA 
AGTCATTTGAGAATACAAAGGGGAAAATATTTACTCCTCCTGTTTCGTACTTTCGACAAGACAAAT 
CTTTGTATTTCCCGGATTTTATAGCGAAAACATTGGCAGGTAATCAGAGAAGTTTGTACGACTCAT 
TAGACAATAGATTAAGCATAGTCAAATTGTTTTCTTCTGTTGCTGGTGAGCAGTGTACCCGTTCGT 
ACTTTAAGGTTGAAAACAAAGATTACTATTCCCAGGATTATGATACCTTTGTGGAGGAATATCCCC 
ATACCCAGATACTTGATGTGAATATGCCGCAAAGTTGGATCAAGGGGTTTGTGACAAACTTGAGCA 
CAGGAAATTTAAGAAAGACTTTGAAGCCAGCTCTGAGATACGAGAATTATTTCATCTTGCCTGGCC 
ACATAATGTCAGCGGAAATTAGAGAACAGTTGTACTGTGATAATCAATGTTCCGGGTATATTTATA 
TTGTTGATTCGATGGGGAAGATAAGATGGGCGACAAGTGGGTATGCAACTCCTGAGGATTTGAAAT 
TGATGTGGAAGGTTGTGAAAGGGGTGCAAAGAGAAATGACCAAGTAA 

YLR393W_homolog 376aa (SEQ ID NO 412) 

MFVYWINNLCEIIQCICWRRRRQGRTFFPSYFFFSLSLFFQSHCSSVKGWLFCAEPCGSVNARHRV 
I FGETKRI LKNRGLNSTTDWLDDKMQSVFIRTFATSRI EFQRYQPRFVNTIKETVKSAQEKS YS IT 
RPLGLSKPVLLNHKLSDTYSLSNIYEELFGQKSKERRQKQLDYDLKHSPIYEVKSFENTKGKIFTP 
PVSYFRQDKSLYFPDFIAKTLAGNQRSLYDSLDNRLSIVKLFSSVAGEQCTRSYFKVENKDYYSQD 
YDTFVEEYPHTQILDVNMPQSWIKGFVTNLSTGNLRKTLKPASRYENYFILPGHIMSAEIREQLYC 
DNQCSGYIYIVDSMGKIRWATSGYATPEDLKLMWKWKGVQREMTK 

YML063W_homolog 1271bp PathoSeq: 1..773, public: 774.. 1271; CDS: 
501.. 1268 (SEQ ID NO 413) 

CCAGTGCGTTTTGTTTGTTTCCACATCATACACTTCACTGAAACTAAATAAGTTTGTTTACATTTT 
GAGACTTCAGGTACGACCCAGGGTTGCGACAAAGTTTAGGTAGTTTGTCGTCTGAATGTCGCAACA 
AAATAGGGCTGTAGCCCTAGTCATGTGAT6TGAATTAACATAACAAGAA6AATTGCTGGTGCGCAA 
AAAGATTATGTGTATTTTATGTGCGTTGTTATCCTGCACACTAAAATTGAGCAGTGTACACACACA 
CATATTGGGCTGTATTTTTATTCTTGTTTTTCTGCTGTTCTCTCACTGTTAAGCTCTAAGTGAATT 
TGTGTGTGCTGTAATAGTGTGTGTGTTCCAAGTCCCAGCTCTCACAGATACTCACGCACGCCCATA 
CTACTGAAAATTTCCTGACTTTCTGTATCTAAAAATTTTTTACTAGGAATTTTTTTCTTTTACGTT 
TTTCACTTGTTTCATATAATCACCAACTCAAGTACAACATGGCTGTCGGTAAAAACAAGAGATTGT 
CCAAAGGAAAGAAAGGATTAAAAAAGAAGGTCGTTGACCCATTCACCAGAAAAGATTGGTTTGACA 
TCAAAGCTCCAACCACTTTTGAAAACAGAAATGTTGGTAAAACTTTGATCAACAGATCTACCGGTT 
TAAAGAATGCCGCTGATGGCTTGAAAGGTAGAGTTTTCGAAGTTTGTTTGGCCGACTTACAAGGTT 
CCGAAGACCACTCTTACAGAAAAATCAAATTGAGAGTTGATGAAGTTCAAGGTAAAAACTTGTTGA 
CCAACTTCCATGGTTTGGATTTCACTTCTGACAAATTAAGATCATTGGTCAGAAAATGGCAATCAT 
TAGTTGAAGCTAATGTCACTGTTAAAACTTCCGACGATTACGTTTTGAGAGTTTTTGCCATTGCTT 
TCACCAAAAGACAACCAAACCAAATCAAGAAAACTACTTACGCTCAATCCTCTAAATTGAGAGAAG 
TCAGAAAGAAGATGATTGAAATTATGCAAAGAGAAGTTTCCAACTGTACTTTAGCTCAATTAACTT 
CCAAATTGATTCCAGAAGTCATTGGCCGTGAAATTGAAAAATCCACCCAAACCATTTTCCCATTAC 
AAAATGTCCACATCAGAAAAGTCAAATTGTTGAAACAACCAAAATTCGACTTGGGTTCATTATTGG 
CTTTGCACGGTGAAGGTTCAACCGAAGAAAAAGGTAAGAAAGTTTCTTCTGGTTTCAAAGATGTTG 
TTTTAGAATCTGTTTAA 

YML053W_hoinolog 256aa (SEQ ID NO 414) 

MAVGKNKRLSKGKKGLKKKWDPFTRKDWFDIKAPTTFENRNVGKTLINRSTGLKNAADGLKGRVF 
EVCLADLQGSEDHSYRKIKLRVDEVQGKNLLTNFHGLDFTSDKLRSLVRKWQSLVEANVTVKTSDD 

YVLRVFAIAFTKRQPNQIKKTTYAQSSKLREVRKKMIEIMQREVSNCTLAQLTSKLIPEVIGREIE 
KSTQTIFPLQNVHIRKVKLLKQPKFDLGSLLALHGEGSTEEKGKKVSSGFKDWLESV 
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YMLl28C_homolog 1517bp public: 1..1499, PathoSeq: 1500.. 1517; CDS: 
501.. 1514 (SEQ ID NO 415) 

TGATATGGATTTTTCAAAACTAAGAAACAATACCAACTACAACAACAAGAAACATAAGTGTTTGCT 
TAATTCAATGACCTCGAGTCATATTCCCACGTTTTAAGTATGAGTGTTTTACGAAGTTGTGGATCC 
TATTTTAAATAAAACAATAATAGTAATAAAAAAAAAAACCTTCTTTGCTTTTCGAGAATTTGTAAC 
ACATTGTTTCTTTCTTCCCACAGCAACCAAATTTTATTTTATTTTTTCTTTTGGGACTTACCCACA 
GTTGCTCAATTATGTATAACAAGGGTAGAAACTCTGTGGGATTCCCTCCTTAAAAATATAGCAATC 
CTTTTTCTTCACAACGATTGCTATATGACCCCCCCCCTAAGCATTCATTGCTTTTATATATATTTA 
ATAATGTATTTCTCTTGTTCAGGATAATTATCACTATTTGTGACGTTTAATTTTTACATTTCTTCT 
TCTTCTTCTTCCTATTTCAACATTAAAGAACATTTAATATGTATTTCCCAATCATTGTATGGTTAT 
ATGTATCTATCACTTTTGTGGTTGCCAATTATGGTTTTGATCAATGGACAAATGATGATTTAAAAC 
AATTTTTAAAAGAACGTAAAGTTGCATTCAATGATGCCTTGGAGAATCCAAAATTAATTAGTTTGG 
CTAATGAAGAAGCTAAGAAATTAGAAAAAGGTTACAAGAAAGTTACTGAAGAATTAAATAACAATT 
TGAATCCTCCAGATGATTCATTAAATGATTATTTGAATTTTGATTACTTATTTGGGAAAAGAAAAG 
AAAATTATTCAATTAAAGAATGGATTTTTGAAAGTTGGCCAGTAACCAGTTTGCAAACTTTTTTAA 
CTCAAAATAATATCCAATATAGTGCAAAGGATACCAAAGATGATTTAATCAATAAGGTTAAAGATC 
AATTTGATTCTATTTCTAAGAAAAATCATGGGTCTAGTTTTTATCCTGGCAATTGGTTATATGAAT 
CTTGGTCAGAAAATGATTTGAAAGATTGGTTGAAATCTTATGGCATTGAATTTAATCCTAGTTCAA 
CAAAGGATCAATTGGTTGAAAAATTAAAAGAATTTAGTTATCAAGCCACTCATTCAATTAGAGATT 
CCAAAGAATCTTTATTTGATTCATTGGATTTATTTGATAAAACCATTTTTGATAAAAAAGGTCAAA 
TTGAAGATGAATTTTTCCAAACTTGGTCATATTCTCAATTACGTGAATGGCTTTATTTACATGGAT 
TTATTGACACTAAACCAGGAATTTACGTTGAAGATTTGGATAAGGAAAAATTAGTCAAGATTGCCC 
AAAGTTATAAGAAATGTTTGTTGAGTGACATTCATACTTGGTTGGCAAACACTGAAAAGAAGTCTC 
AACCTTG6ATCACAAAGGGAGAACAAAAGTCTCAGAAAAAGAAGGGTAGTAATTTGATTAATGATA 
CATTCTTTGTTGGTATTAATAATTGGTCCAAGGATAAATTGCGTGAATTGGGCAATCTTGACTAA 

YMLl28C_homolog 338aa (SEQ ID NO 416) 

MYFPIIVWLYVSITFWANYGFDQWTNDDLKQFLKERKVAFNDALENPKLISLANEEAKKLEKGYK 
KVTEELNNNLNPPDDSLNDYLNFDYLFGKRKENYSIKEWIFESWPVTSLQTFLTQNNIQYSAKDTK 
DDLINKVKDQFDSISKKNHGSSFYPGNWLYESWSENDLKDWLKSYGIEFNPSSTKDQLVEKLKEFS 
YQATHSIRDSKESLFDSLDLFDKTIFDKKGQIEDEFFQTWSYSQLREWLYLHGFIDTKPGIYVEDL 
DKEKLVKIAQSYKKCLLSDIHTWLANTEKKSQPWITKGEQKSQKKKGSNLINDTFFVGINNWSKDK 
LRELGNLD 

YMLl3 0C_homolog 2243bp public: 1..829, PathoSeq: 830.. 2243; CDS: 
501.. 2240 (SEQ ID NO 417) 

ATGAGTTCATAGATGATCTGTTTCACTTTCAAATAACGTGTCAACAAAAATAAAGTTAGAGCATAG 
ATTTTGCCGCCACTTGTACAGATGGATAGAATTGAATGCAAATTCTGCATAAAGATTAAAGTGAAA 
AACAATTTCCGAAAAAAGAAGAAAATCGAACACATTAGAAAAAGAAACGAACAAAAGAAAAAAAAT 
TTCAAATTGTAGTTGCATGTATATAAAATAATATAAAAGATATATCACCAGCACAACTGATTACTT 
TTTATTTATATCACCTGTCAACAACAAATTTCCAAATAAATACAACTCAGAAAAAACACTTACTAT 
CTTTTCTTAGTTTGGTTTCTATAATCTTATTAAACATTCTTGCCTTTCATCCTTGATTATCATATT 
AGATCTTATCTTTAATTTGTTTGAAAAAATAATACCAATAATCTTCCCATTAGAACTTACAACACA 
ACAACAAAAAAACCCATTCTAAATCACTATTCTCCATTATGAAAATTTTCAGATTATTTTCACTAC 
TAATCGTACAATTTATCATAAATACCACTGTTGCAGTATCACCTGTGTCAGCAGTTTTACCAAAAC 
TGAGTTTCAGTCCATTTGATTCACCAGAATTTTGTTCACAGATCATAACTCCCACTTGTAATACAA 
CTTTCACCTACATTGATGAATTGAATAAAGATATTCGTCCCTACTTGTCGGAATTAGTCAAGACCC 
TGTATTTCCGTTATTTTAAAGTCAATTTAGATAAACAATGTCGTTTTTGGAATGCTCAACATTTTT 
GTGCTAGTGAAAACTGTGCTGTTGAAATATTGGAAGATTTCAATTGGAGTCAAGTCACCAATGAAA 
GTTTGAAACCTTCAGGATTAGGTAAGATTTCATTACCTGACAAATCATCAATTGATAATTCCATTG 
AAACCGAAGAAGTTCAAACTTGTGAAGATTTAGATTATAGTGAAATAGATGATGACCATCATTGTG 
TTTATGTCAACTTGGTAAATAACCCAGAAAGATTTACTGGGTATGGTGGTAATCAAAGTTTTGATG 
TTTGGAAGGCTATTTACCTGGAAAATTGTTTCCCTAATACTAATCCAATGTCAGTGACAAATGATG 
CCGACAATGGTGGTGAACAATGTATCGAAAAGAACTTGTTTTATCGTGTTGTTAGTGGTATGCATG 
CTTCAATTGCAGTACATTTATCAAGAGAATATTTGAATTCTGAAACTGGTGAATTTTATCCTAATT 
TAAAGGTGTTTATGGAAAGAGTAGGTATGCATAATGACAGATTATCTAATATTTATTTCAATTATG 
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CCTTAGTGTCCCAAGCTATAGTTAAATTGAGTGAAATTTTACCATTGAGAGAGTTCATTCAACTGG 
GGTATGATGACATTACTCCAGCTCAAAAGCAACATTTATTGGCTAATAATGATGTCGAATCAGTCG 

aagtttatgatcgtttgttgttagatgacattattcctagtttggaagcaaatgttgtgtttaata 
cttccaacttgtttgataatagcaatttgagggatgaatttagatcaagatttagaaacatttctg 
ccattatggattgtgttggttgtgatagatgcagaatgtgggggaaaatccaaaccattggttatg 
gtaccgctctcaagattttatttgaagatgacaactatgataatcacaatttgaaatttagaagaa 
ttgaaattgttgccttgattaatacttttgatcgtttatctaaatctattgaaagtattaatatgt 
ttaaagaaatgtatttgcaacaccttaaagatattgctgaaggattaacccaacctggtgtttacg 
acaaaatacaaaacaacaaaccaggtaacggatttgccttcccatttgttagtccattacctcaga 
aaaaacctgaccaaaccaacacccccaaaaatcaacaacaaaaacaacctcaagaaactgacaaaa 
aaagacttacattagaagaaattgcccacacaaaacctgaagatcgaacttttattgaagacttca 
gattatcctttgatgaagtttggcaagcattaagatttgttttaactagttatcaaagattcccag 
ccgtattgagtagattcacattggttcaattgaatgaatggtggaataaattgcttggtaaaccaa 
cagtttatgattaccaaagttcttttgatgttgatgccctacaatacagtcaagtccttggataa 

YML13 0C_homolog 580aa (SEQ ID NO 418) 

mkifrlfsllivqfiinttvavspvsavlpkssfspfdspefcsqiitptcnttftyidelnkdir 
pylselvktsyfryfkvnldkqcrfwnaqhfcasencaveiledfnwsqvtneslkpsglgkislp 
dkssidnsieteevqtcedldyseidddhhcvyvnlvnnperftgyggnqsfdvwkaiysencfpn 
tnpmsvtndadnggeqcieknlfyrwsgmhasiavhlsreylnsetgefypnlkvfmervgmhnd 
rlsniyfnyalvsqaivklseilplrefiqsgydditpaqkqhllanndvesvevydrlllddiip 
sleanwfntsnlfdnsnlrdefrsrfrnisaimdcvgcdrcrmwgkiqtigygtalkilfeddny 
dnhnlkfrrieivalintfdrlsksiesinmfkemylqhlkdiaegltqpgvydkiqnnkpgngfa 
fpfvsplpqkkpdqtntpknqqqkqpqetdkkrltleeiahtkpedrtfiedfrlsfdevwqalrf 
vltsyqrfpavlsrftlvqlnewwnkllgkptvydyqssfdvdalqysqvlg 

YMR022W_homolog 1004bp public: 1 .. 507/668 .. 1004 , PathoSeq: 

508.. 667; cds: 501.. 1001 (seq id no 419) 

tgtgaaaaaaaattgtggtgtggatgttgttgtcgttgttgcgttgtccacaacaaaaaaacaagt 
aacaatttcaaagttgggcttggagatcgattttttttcccgcgtctgtgtggcacgagacaattg 
agtcgaccagtacgttttaattgaatacgagagtcgacgcaattacatcaatccaacattccactt 
attctatatcaatgtaaagtcattttttgataatatcgtaatttacacatttcgtatatctcggca 
ataggggggatazyuvaatagtattgactaattaatatatcttgtttatcaaatcaggagtatagaa 
ttccacccaacaactagattttccgaatgcgaaacgacgaggacgacacaacaacgactaaagaag 
aagaagaaaaaaaatataaataaattgatcacgcacacattagaaacacaatattggatcactttt 
ttcgataatactaccaccacacagctcattcaccactcatgccccgaagttctactgctcaaaagc 
gtttactaacagagtatcaacaattatcgagggacccaccacctgggataatcgcaggaccagtga 
gtgaagataatttatacaaatgggaatgtttattagaaggaccatccgatactccatatgcaaatg 
gagtatccccagcagtattgactttccctaaagattacccattatcaccacctacattaaagtttg 
atccaccattgttacatccaaatatttatgctgatggaaccgtttgtatttcgattttacatcctc 
ctggtgaagatccaaatcaatatgaacgaccagaggaaagatggtcacctgtgcaaagtattgaaa 
agatcttgttgagtgtcatgtctatgcttgcagaacctaatcctgaaagtggggctaatatcgatg 
cttgtaaattatggagagataatcgtgctgaatatgaccgacaaattagacaacatgtcaaggagt 

CATTAGGATTATGA 

YMR022W_homolog 167aa (SEQ ID NO 420) 

mprsstaqkrllteyqqlsrdpppgiiagpvsednlykwecllegpsdtpyangvspavltfpkdy 
plspptlkfdppllhpniyadgtvcisilhppgedpnqyerpeerwspvqsiekillsvmsmlaep 
npesganidacklwrdnraeydrqirqhvkeslgl 

YMR118C_homolog 1031bp PathoSeq: 1..1031; CDS: 501.. 1028 (SEQ ID 
NO 421) 

ctacacaaagcttcgagagttttttttcgttgcaggggtgggacaggtgagtaacgaataaaacgt 
cgattgtctttcctttatgattgttctttaacggaattgtgttccttaaaacaaaatcagttctgc 
acgtgatataatctcctatcgctagtagtaagttttaatttttttgatcaaaagtacactcatcag 
tctattgtcgtagatttcgcatacttgtgataatatctggtgtgtacactacttttttggtttgta 
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TTGTAAATTACAATTTTTCTATTGGTTAAAATGATAATTGTTAACAAGTCTTTTTTTTCCCCGGGA 
TTGAATCCGGAAACTACCATTAATTCACTCATTCTACTCACTCACCTTACACCCTCACTCACTCAA 
ACAATTATATCAACCCAAAAAAAAAAAATCTTCACTACACCAATAACAAAGAACCAATAGTTCAAT 
CTAATAAACCATCCTTCCCCCTAGCCTGCCACAACAACATGATTTCTCGTATTGGATTATTGAAAA 
GACCTACCGTGTCCACTTTAAACAACTATGTCAAATTACAATCGACATTAGCCCTTAAAAGATACA 
CATCAACCGTACCAGCAACTTCAAATCAAGAACAAGAAATATTGGTTGCCCAACGTAAAAATAGAC 
CTACATCACCTCATTTACAAATTTATGAACCACAATTAACTTGGATCATGTCATCATTCCATAGAA 
TCACTGGTGTTGCTATGGCCGGTGCCTTTTATGCTTTAACTTGTGGATTTGCTGCTACTTCAATTT 
TAAATATTCCATTTGATACTACTACTTTAGTATCTGCATTCACCACATTACCAACATTTGCTCAAT 
ATGGTATCAAAGCTATTTGTGCTTATCCATTTGTTTATCATATTGGTAATGGGATTAGACATTTGG 
TTTGGGATTTTGGTAAAGAATTAACCATCCCTGGTGTTTATAGAACTGGGTATGCTGTTTTGGCTG 
CTACTGCTGTCATTGGAAGTTATTTAGCTTTCTTATGGTAA 

YMRllSC.homolog 176aa (SEQ ID NO 422) 

MISRIGLLKRPTVSTLNNYVKLQSTLALKRYTSTVPATSNQEQEILVAQRKNRPTSPHLQIYEPQL 
TWIMS S FHRITGVAMAGAF YALTCGF AAT S I LNI P FDTTTLVS AFTTLPTFAQYGIKAICAYPFVY 
HIGNGIRHLVWDFGKELTIPGVYRTGYAVLAATAVIGSYLAFLW 

YMR230W_homolog 1176bp public: 1..1176; exon 1: 501.. 551, intron 
1: 552.. 870, exon 2: 871.. 1173 (SEQ ID NO 423) 

AAAAGCAAGAAGAGAAGGACTCGTTGGCCAATTTCTTCGGCAATTTCAAGAAGAAAAGAGTAGCTG 
TTTAGAACTATATATATATGTACTCGCGCTTTAATGTTTATAGCAATAATGAAATGTTTTAATAAT 
TATTTAATCAAACTTGGTTGTAACTTATGATTATGGTAGTGATCTAAGAACACAACTTGCAAAGCA 
ATGGTAGTTTCTTTGATTTTGTGTTTCTATTAGATTCCTGTTTCTATTAGATTCCCGCTTTTTTTT 
TTTTTGCAGACATTAAACCTCAGGGCTATAGCCCTAATGGCAAAACATGCACGTGTAT6TTTCTTG 
ATTTTTCTACACTACTAGTAAAAAAATTTTCTTTCCGCTCACTATTCACACATACACTCTTTTTCG 
CACAATTACAGTCTACCAACAGGAAAAGAAAAAAAAAAGGAATCTGGTAATTGAAAAATTGAAGTT 
TGGTTCTTTTAATACTATCAATCAACTAGAGTCACAGCATGTTAATTCCAAAAGAAGACAGAAAGA 
AGATCCACCAATACCTCTTCCAAGGTATGTAAATATGAATTATAAACTGGAACAGAATATGGCATT 
TCAAGGGATGCACGATAAGTCAAGAGTTCATGAAAAAGCACAGATTATAACAGTCGTAAAGAAAAA 
TTTCACTACCAACAACAATAAGAAGATATCAAAGAGATTCAGTAATCACTACTTACAAGAAACATA 
TAACATCATGGAGAGTTTAATTTG2^TACGAATGAATATACAAATGAACTATACCCTTTTTATGG 
CCATATCACGTTTCAAGAAATATTTAAACAAAAATAAAATGAAGAATAAAACTTGGATATACTT^C 
ACATGTATTATAGAGGGTGTCGTTGTTGCTAAGAAAGACTTCAACCAACCAAAGCACGATGAAATT 
GATACTAGAAACTTGTTCGTCATCAAAGCTTTACAATCTTTGACTTCTAAAGGTTACGTCAAGACT 
CAATTCTCATGGCAATACTACTACTACACCTTGACTGATGAAGGTGTTGAATTCTTGAGAACCGAA 
TTGAACATTCCAGAAGGTATCTTGCCATTGACCAGATTGAAGAATGCTCCAGCTGAAAGACCAAGA 
CCATCAAGAGGCGGTCCAAGAAGAGGTGGTTACAGAGGTAGAGCTAGAGACTAA 

YMR230W_homolog 118aa (SEQ ID NO 424) 

MLIPKEDRKKIHQYLFQEGWVAKKDFNQPKHDEIDTRNLFVIKALQSLTSKGYVKTQFSWQYYYY 
TLTDEGVEFLRTEIiNIPEGILPLTRLKNAPAERPRPSRGGPRRGGYRGRARD 

YNL054W_homolog 2 840bp public: 1 .. 2197/2199 .. 2840, PathoSeq: 2198; 
CDS: 501.. 2197 (SEQ ID NO 425) 

TGTTGGGAGTATTCTGGCACAACAAATACTTACTTTTAGGTTACTAACATTATTTTTCTTCAGCTA 
ACTAATTATCTAGTTTATATCTATATCCATTATTGTTGAAATCACTATCGTGAGGTAAATAACAAC 
TACAGAGTTGTCACAGTATCCAAAAAAAACTTTGTACCTATCAATACATTTTAAGCAATAGGTCAT 
TTATTGCTGTAATCAAGTGTTACCAGTATCTCTAGTTAATGTTGAGTTTATACCTAAAACATGAAC 
TATATCAACTTTAAATGCCCCTAATCACGTGATACAGCACATGGGAATTTGCTGATCTTGCTTCCT 
TGCACGTACACGGCACATGTACACGACTTTTTTTTCTAAATATTTTTTTTTTTGTTGTTGTTGTTA 
TTAAACAATATTATTTTCATATATATAATTGCTTAGTTTACTTGCTTCTTACACCCTTTGCATATT 
TTTTTTTTTTCCTTTTTCTGCCAACTTGATCAAATTCGATGCTACATCCTAATAATTCAGTAGTCG 
ATATGTCTAGCACTGGAAACATGAATGAAAATACAGATGCTCCACCGAAACAGCAGACGAAAAAGA 
AAATATCAAAACAGAATTCAACCAAAACCGATTTTTTTGCTGCACGATTGGCTAGTGCGGTTGACG 
ATATAGAAAGCAGTGATAGTGATGAAACGTTTATATATGAGAATAATGATACTGAACTTGATGATA 
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ATGCTAGTAATATTAACAATAACAACAATAACAGCACCAATAACATTATCAATTTAGATAATGCTA 
GTGTTAACGGAAGTATGATTGCTTCATCCAATGCAATGGTGACTGGTCCTCCCGGAACATCGATAG 
CGTTAGGATCGGGCCTTCGATCGCCATCCATACTAGAGGGGGAACAGCTTCAATATTTTCATGACC 
CAGTGAGGCAACAACAGTTCAAACTTCCTTCTACCAAGGCTCCGTCAATTTCCAACTCCATCAGCA 
GTTCAAATAATATAGATTCAATACTTAAACGACCTGTACATCTACGTGAGGCATCAACGTATTCAG 
TGAATGATAATGACCACCGAAATCTTGTGCTACCAAACTCAACTGAAAGGTTTACTGCTTCACCTT 
CGAACAATATTGGTAATGAAAATATACCTCAATACCAGAAAACTAGTAGTGTTGCCCACTCAATCA 
ATGAAGGATACAATGATGATACATTTTCATATAATGAAGTTGAGGATAATTTAATTGATGAAGATT 
CCACGGACGATGGGGATTTGACAAAAAATACCATTACTAATAACAACAATCCACCAACCACGTCGA 
GCCAACAGCAACCACAACCGCAACCACAGCCGCAACCACAGCAACCACAACTACATACTCTGTCTC 
CTCTAAATCAGATACAAGCAGCGACATCAGCAACACCTTCTGTGTCCACTAAAAACGCGTCTAAAA 
GAAATTACAAAACCTCATCCACTTCCTCAAAATTAAGATCAACTACATCAAAACTTTTCGATAAAA 
AAGGGTCACAACCAAGAAGATACAGTACCATTCCTGATGATATTGACATTGAAGATTTCGATGATG 
AGCTTATATACTATGACAACACAGCTAGGTTCCCAGCGAACGAATCAACTTCATTACTAAATCAAA 
ACCAAAGAATCCCCCATTATAGATCACTTAATTTGAATTTCCCTCAGGTGAAGCGCCAAAGCAAGC 
GTTATTTGTCAACTGGCCAACCTTTAGAGAGTTCTGATCGTGGCTCTAACAAAGATGGTACTGATA 
ATGGAAACAACAGTGATCACAATATTAATTCTCCTTTGACTGCTAATAATAATAATAATAACGTCA 
ATCACAACGATCATGGTGATAACAAAAAGAGTAATACCAACAACAACAACATTGCTAATAATAGAG 
CATTTCCATTTCCTTATCAAGATCAACAACATCATTATTACTACGACTACGATGATTTTGACCAAG 
AATCACAAATCAATGGACCCAATTTTGATTTGCCAGACCTCCCTATAAACAGATCAGCTTCACGGA 
ATTTTAACAACAACAATAACCCCAAAAGATTTGGCGACAGTCATTTTTTTCTACCAAGAAAGACAG 
ATCAGTATAGTCAAAGAACAAGCTTTCTAAAGTCATGCATTTATACCTTTGTTTGTATATTAATTG 
TGCTTACCATAGGGTTTGTATTGGGGTTTGTTTTGGCCACAACAAAAGATTTAACTGATGTAGGTA 
TCACATCCATTGAGAACCCCATTGTTAGTAAAGATGAGTTAGTTTTCAATGTTGTTATTGAAGCAT 
TTAATCCAGGGTGGTTTTCCGTTGACATCAATGAAGTAGAGTTGGATTTATTTGCAAGAAGTGGCT 
ATCTACCTGATACAGATAATCTGAAAATATCTAACATGGGAGGGTCACAAAAAGTAGAGACGGTTA 
AATTAGGAACGATTTTGAATTTTGAATCGGTTCTCAATTTCAAAGGTGGGTTTCTCTCTCGAGAAC 
CGACAATTCAAAAGGGAGGAATCCGATTATTATATCCTGGCAAAAATGTTACTGCCGAGGCTAAAT 
TGGTTGTAAATATGGCTGATATTAAAATAGCTGCTTCCAATAGCATTGCTAAAGAAAGCACTACTA 
GTAATGACACCAACGATAATGACAACTCCAAGAAGTGGGAAATCATATCAAGCAATCCATTTGATT 
TGATTATAACTGGAGTATTGAAGTATGATTTACCATTTTCAAGAACCTCAAGATCAGTCGTGGTTA 
GAAAAACTGGGTATATTGATCCTACCTTATTCGTAATACCACAAGGAGAGAATAATATTTCAATTT 
AG 

YNL054W_homolog 779aa (SEQ ID NO 426) 

MLHPNNSWDMSSTGNMNENTDAPPKQQTKKKISKQNSTKTDFFAARLASAVDDIESSDSDETFIY 
EIMDTELDDNASNINNNNNNSTNNIINLDNASVNGSMIASSNAK^ 

GEQLQYFHDPVRQQQFKLPSTKAPSISNSISSSNNIDSILKRPVHLREASTYSVNDNDHRNLVLPN 

STERFTASPSNNI6NENIPQYQKTSSVAHSINEGYNDDTFSYNEVEDNLIDEDSTDDGDLTKNTIT 

NNimPPTTSSQQQPQPQPQPQPQQPQLHTSSPUJQIQAATSATPSVSTKNASKRNYKTSSTSSKLR 

STTSKLFDKKGSQPRRYSTIPDDIDIEDFDDELIYYDNTARFPANESTSLLNQNQRIPHYRSLNLN 

FPQVKRQSKRYLSTGQPLESSDRGSNKDGTDNGirorSDHNINSFLTANNNlSnNINVN^^ 

NWNNIANNRAFPFPYQDQQHHYYYDYDDFDQESQINGPNFDLPDLPINRSASRNFNNl^ 

SHFFLPRKTDQYSQRTSFLKSCIYTFVCILIVLTIGFVLGFVLATTKDLTDVGITSIENPIVSKDE 

LVFNWIEAFNPGWFSVDINEVELDLFARSGYLPDTDNSKISNMGGSQKVETVKLGTILNFESVLN 

FKGGFLSREPTIQKGGIRLLYPGKNWAEAKLVVNMADIKIAASNSIAKESTTSITOTNDNDNSKI^ 

EIISSNPFDLIITGVLKYDLPFSRTSRSVWRKTGYIDPTLFVIPQGENNISI 

YNL075W_homolog 13 52bp public: 1 .. 136/138 .. 1352 , PathoSeq: 137; 
CDS: 501.. 1349 (SEQ ID NO 427) 

CCCACAGACCAATAACGTTTTACCAACCAAAACCTCTGATATCAATGATTCGAAAAGATTCATTCA 
ACCCCGGTTAGCTGTTTGAGTATTGGATAGCAACACTTTCAATTAGTGCAACACAATCAAATTACC 
AATACTTGTTTACCTTTCATCTGATTCTAATTGGTTCATAGCAATATAGTCTCTTCTGTTGTTTGA 
TATTAATATAAATAAAACTTATTTATCACGTTGTTTAGTAGTCTCGCAAATTTGAAACCATGGATG 
AGTAAACTTGTTGTGTTAGATGAGCTCAAATATCTGGTGGAACAATTGTGTAGTAGCTCTTTGATA 
AATATCCAAGAACAGTCGTGCAAGTTTCAAAATACCATCGCAAAAATCCTAACAAAAAAAAAAAAT 
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TAATAAAGAAAAGAAATAATTCTATAATAGCTCATCACAACAATTCGTCTACACTTCCCACCTGAT 
TTGTTGGTTTAAATATAATAAGACAAACCTCAGAAGCTATGATAAGAAAACAGGCTAGAGAAAGAA 
GAGAGTATCTTTATAGAAAGGCTTTACAGCTTCAGGAATCTTCCTTAACAGAAAAAAGACAACAAT 
TGAAAGCAGCTCTAGCAAGTGGAAAATCATTATCAAAGGAGCTTGCCGAAGATGAAAAATTACAAC 
GTGATTTTATTTACGATGAAAGTGAACAAATAGAAATTGATGACGAATACAGTCGGTTGTCGGGAA 
TATCT6ATCCAAAAGTTGTTATTACCACATCCCGTGATCCATCTGTCAAGTTGCTACAATTCCTGA 
AAGAAATCAAGTTAATGTTTCCAAATAGCTTGAAGTTGAATCGAGGAAACTATATAATCTCAGATT 
TGGTAAGTACCTGTAATAGAGTGCAAGTTTCCGATATGATTTTATTGCACGAGCATCGTGGTGTCC 
CATCAAGTTTAACTGTAAGCCACTTTCCTCATGGCCCAACTGCGATTTTCACGTTACATAATGTCA 
AACTAAGACACGATTTGCCAAACTTGGGAAACGTCTCAGAGTCCTATCCTCACTTAATATTTGAGA 
ATTTCCAATCCGACTTGGGTAAGCGTGTGGTTAAAATATTGCAACATTTGTTTCCTCCAGGTGTCA 
AGAAAGATAGCTCCAGAGTAATAACATTTGTCAATAACGATGACTACATATCGGTGAGACACCATG 
TTTACGTCAAAACTAAGGATTCAGTGGAGTTGAGTGA6ATTGGCCCACGTTTCGAAATGAGATTGT 
ATGAAATCAGACTAGGATTACCTGACAACAAAGATGCTGATGTCGAGTGGCAGATGAGAAGATTCA 
TAAGAACAGCTAATAGAAAGAATTACTTGTAA 

YNL075W_homolog 283aa (SEQ ID NO 428) 

MIRKQARERREYLYRKALQLQESSLTEKRQQLKAALASGKSLSKELAEDEKLQRDFIYDESEQIEI 
DDEYSRLSGISDPKWITTSRDPSVKLLQFSKEIKLMFPNSLKLNRGNYIISDLVSTCNRVQVSDM 
ILLHEHRGVPSSLTVSHFPHGPTAIFTLHNVKLRHDLPNLGNVSESYPHLIFENFQSDLGKRWKI 
LQHLFPPGVKKDSSRVITFVNNDDYISVRHHVYVKTKDSVELSEIGPRFEMRLYEIRLGLPDNKDA 

DVEWQMRRFIRTANRKNYL 

YWL096C_YOR096W_homolog 1061bp public: 1..1061; CDS: 501.. 1058 
(SEQ ID NO 429) 

TCCTTTTGTTTTTATTTTTGCTGTGTTACTCCAGAAATGTGCATAATAATGATAATAGTAATTTGT 
GACTAATATGAGATGATCGTAT6TGGGTGGGTGGGGAGGAAGGGACCCGGAATTCTAGGAACAGGA 
AAAATAAAAACGAATAAACAAAAACCCCCCAATCGGCATGCATCGGAATTCTTTCAGCCCAATTAC 
TTTATTTTTGCCCACTTCTTTTGGATTAGGGCAATAGCCCTAAAGCTCGTGTTTTAGCCCTTTATA 
TGCAGTCTATTTTATTTTTCTCTTTTTTTTTTGGCTGTTGGTAAACTTTTTTTTTTTTCGCAGGTG 
TTGAAAAAAAAATCATTTTTACAGTTTACATTTCTCTAACCTGCAAAAAGCTCTCGTTTTTTTGTA 
GTGAGAGTTACTCGTTCACAATAGTATACTTTACAGGGGAGTTCTTTTCTTTTGGAATAGTCAACC 
AACAGCAAATAGCCAAGGATCAAGCTTCATCATTAATCATGTCCTCTAAGATCTTATCAGAAAACC 
CAACTGAATTAGAATTAAAAGTTGCTCAAGCTTTCGTTGATTTGGAATCTCAAGCTGATTTAAAAG 
CTGAATTGAGACCATTACAATTCAAATCTATCAAAGAAATTGATGTTAATGGAGGTAAAAAAGCTT 
TAGCTGTTTTCGTTCCACCACCAAGTTTACAAGCTTACAGAAAAGTTCAAACTAGATTAACTAGAG 
AATTAGAAAAAAAATTCCCAGATAGACATGTTGTCTTTTTAGCTGAAAGAAGAATCTTACCAAAAC 
CAGCTAGAAAAGCTAGAAAACAACAAAAAAGACCAAGATCAAGAACTTTGACTGCTGTTCATGATA 
AAATTTTGGAAGATTTAGTTTTCCCAACTGAAATCATTGGTAAAAGAGTTAGATACTTGGTTGGTG 
GTAACAAAATCCAAAAAGTCTTGTTGGATTCTAAAGATTCAACTGCTGTTGATTACAAATTGGATT 
CTTTCCAACAATTGTACTCAAAATTGACTGGTAAACAAGTTGTTTTTGAAATCCCAGGTGAATCTC 
ATTAG , 

YNL096C_YOR096W_hoinolog 186aa (SEQ ID NO 430) 

MSSKILSENPTELELKVAQAFVDLESQADLKAELRPLQFKSIKEIDVNGGKKALAVFVPPPSLQAY 
RKVQTRLTRELEKKFPDRHWFLAERRILPKPARKARKQQKRPRSRTLTAVHDKILEDLVFPTEII 
GKRVRYLVGGNKIQKVLLDSKDSTAVDYKLDSFQQLYSKLTGKQWFEIPGESH 

YNL178W_homolog 1256bp public: 1..1024, PathoSeq: 1025.. 1256; CDS: 
501.. 1253 (SEQ ID NO 431) 

TGTTTTGTTTTTGCAATCAACATAATAGAAGACCAAACAAATAATTTCTATTTTTTTTGACTCTCC 
CGTAGTTTTACACTTCTAGCCTCTCTTGTAAATATACACCTAATTGACAGTACCATTAGGACCCCA 
TCTTATTGTTAAGGATAATACTTCTTCTTCTTCTTCTTCTTTGTTTAATCAAATTTGCAATAAATA 
AAAAAAAAAAAAAAACAAAGCCGCACAAGTTTTCCTAAAATGACTTATTTTGTGTAACGCATTCAC 
GTGATCATAATTTTTTTAAATTCAAAAACTGAACCAAATTCCTGCATATTGAGGTTGAAAAAAAAA 
AGAAAAAGAAAATTTTTTCAATCTTGTTTGAGGAGAGAGAGGTGAAAAATTTTTCTCTCTCTCTTT 
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CTTTCTTTCATTCTCATATACCATAAACTTAAACAACTTCTTTTACTTTTTCCTTTCTTTTCCTTT 
CAAACCTCTACAACAGATCCAATTAATTAACAAAAAAAATGGTTAACGCTATCTTATCTAAGAAAA 
AGAAATTAGTAGCTGACGGTGTCTTCTACGCTGAATTGAACGAATTCTTCACCAGAGAATTAGCTG 
AACAAGGTTATGCTGGTGTTGAAGTTAGAAAAACTCCATCTAAATTGGAAGTTATTGTTAAAGCTT 
CTAACACTCAAGGTGTTTTAGGTGAACAAGGTAGAAGAATCCATGAATTAACTTCATTGATTGTTA 
AAAGATTCAAATTATCTCCAGAAGGTATTGCCATTTATGCTGAAAGAGTTGAAGAAAGAGGTTTAT 
CTGCTGCTGTTCAAGCTGAAGCTTTGAAAGCCAAATTATTGTCTGGTTTACCAATTAGAAGAGCTG 
CTTATGGTGTTTTAAGATTTGCTATGGGTGCCGGTGCTAAAGGTGTTGAAGTTGTTATCTCTGGTA 
AATTAAGAGCTGCTAGAGCTAAATCTCAAAAATATGCTGATGGTTTTATGATTCATTCTGGTCAAC 
CAACTAGAGATTTCATTGATATTGCCATTAGACATGTTTTAATGAGACAAGGTGTTTTGGGTATCA 
AAGTTAAAATTATGAAAGATCCAGCTGCTAATAGATTTGGTCCAAGAGCTTTACCAGATGCTGTTA 
AAATTGCTGAAGCTAAAGATGAAGATGAAGTTATTCCAGCTCCAACTGTTAAATCTTATAAACAAA 
CTGCTGAAGATGAAACTGAAACTGATGCTCCAGTTGAAGCTGAAGCTGAAGTTGAAGCTACTGCTT 
AA 

YNL178W_homolog 251aa (SEQ ID NO 432) 

MVNAILSKKKKLVADGVFYAELNEFFTRELAEQGYAGVEVRKTPSKLEVIVKASNTQGVLGEQGRR 
IHELTSLIVKRFKLSPEGIAIYAERVEERGLSAAVQAEALKAKLLSGLPIRRAAYGVLRFAMGAGA 
KGVEWISGKLRAARAKSQKYADGFMIHSGQPTRDFIDIAIRHVTimQGVLGIKVKIMKDPAANRF 
GPRALPDAVKIAEAKDEDEVIPAPTVKSYKQTAEDETETDAPVEAEAEVEATA 

YNL182C_homolog 2105bp public: 1..728, PathoSeq: 729. .2105; CDS: 
501.. 2102 (SEQ ID NO 433) 

AAACTTTCTGATTGAATAAAGTGAACTCAAATCACATTCTTCGGCATATATCAAACCATTATTAGT 
TTTATCACGTAAATCTTCAATATACTCAGCCACCCATTGATCATTGGTTCTTCTAGTAAGTAATAT 
TAGTTGTGCTCCTCGTTGTCCCAATTCATATGCTATTTGAGCTCCAATACCACTGGTCCCACCAGT 
AATCATAAACACTTTCCCATGCATGTCTCGCTCCCACGTATTGGTGGCACCATGGAAATAATACTT 
GGCTCCAGCAAGAGTTAATAGAATGGGAAGAACGGTAGGTCCATATTCTTTAATTTGGTCCCAATA 
TGGAATCACCTCTGGCCCATCAAACACAACACTAGTTAAAAAATTCACTGGCATAATTGGTATATC 
AAGAGTGAAGAAAAATGCTGTATTGGAGGTTGGAATTTGTTCACAAATTGGTTGCCTTTTTATTCT 
TCTTGTCCTTTTTTTTTTCAGTGCTAACATAATTTGGGATGTATGTATTGAAAAAAAAAAATTTTG 
TACAATTTCTTGTTCTTGTTCTCCCACTCATCTCATCGCTCTCTTATAAATTCACAAACATGGATG 
AAGTAGTATTTTACATAGCTCAAGGTGATCCAGCTGATAAACACAGTCAAGAATCATATGGATATG 
TTACATCAATCCATTCTTCCAAACAATATGCATCTTATCGACAAGCAGACTCGCATATAAACGGTA" 
CTGCCATAACTGGTATTGGCCCAGGAGAAAGAATTTTCACTGCTGTTCCTAACAAGGCATTAATCA 
ATGTATATTCATGGGGAAAAGAAAGTGTTGATCAACGTATACCGATACCAGAAGCATTGACTTGTA 
TCACGTTGATAAACCATCCAAATGGCAGTAACAACAACAGCGACAATGATGACAACCAGTTATACA 
AATTACCAAATTACCGAGTTCCTTGGTTGTTAGCAGGTGGATCAAAGAGTGGGAAATTGTACATTT 
GGGAATTAAGTTCA6GCAATTTATTATGTGTCAGAGACGCCCATTATCAGGGGATCACTACCATCA 
AGGGTTCAAGCTGTGGAACATTTTTAATTACTGGAGGAGAGGATGCCAGATGTCTTGTATGGAATT 
TAGCAGAATTAATTAGTATTTATGACAAATCAGACCATCAAGTGAAACCATATTGGCAAATCACTG 
ATAACACATTACCACTCACTGATCTTTGTTTAAATGATACTCATAACATTAATGATCTAAAATTAT 
ATACAACTTCAGAAGACAGCACGGTCAGGATTTATGATATAGTCACAAAGAGTTTGTTAACCACAT 
TTATTTTACCCAGTTCCGCTGAATGTATCACCAAGGATCCAGCTAATAGAGCGTTATATGTCGGGT 
TGAATAACGGTCTTGTAAGATCAATTCCTTTATATTCTATAAATAGCCATACATCAGTGTTGGAAA 
GTATTGGCGGCATGAATAAGATAATCACGGTTGATGCTGATCAAAATTTAAAAGAGACATTTGTTG 
CACATCAACAAAAGACGAAAACAGGAGACGATAAGCCTGTTGTTGTTACGAAATTGACAATTTCTT 
TTGATGGTACAAGTATAATATCTGGTGATTCTGAAGGCAGAGTGTTTGTGTCTGACATTGTAACGA 
AACAAGTTGTGAAATCATTCACACCTTGTAACTCTCCAATAGCTTATATTGCTGTTGAAACTATCC 
CTGATGACTTTGTCAATAACTTAGCTACTAGTACTACCACTAATAAAGCTGACAAGAAACATAGAA 
TGATACCTCAATTTAAACGAGTACTAGCAAGCACCAATTCTGAAGAACATCAGATATTCTTGGACA 
TTCCTGGTAAAACCACCGCAACCACCAACGCAACCGGCAATATTGACTTTGCAACTTGGTTACAAG 
GCAAACAATCTGAAGAATTACAATTCAAAAACCTTTCTGGAATAAACTCTATTGTCAAACAAGTTG 
GCAACGAGAATGTATCGGATCTCGAAGAGAGATTACAAAGAGTTTCTCAAGCATACACTGAATTAA 
GAAACAAACATGAAGAATTAATTAAAGAACATGCCAAATTATTAGATAAATTAGAATAG 
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YNLl82C_homolog 534aa (SEQ ID NO 434) 

MYVLKKKNFVQFLVLVLPLISSLSYKFTNMDEWFYIAQGDPADKHSQESYGYVTSIHSSKQYASY 
RQADSHINGTAITGIGPGERIFTAVPNKALINVYSWGKESVDQRIPIPEALTCITLINHPNGSNNN 
SDNDDNQLYKLPNYRVPWLLAGGSKSGKLYIWELSSGNLLCVRDAHYQGITTIKGSSCGTFLITGG 
EDARCLVWNLAELISIYDKSDHQVKPYWQITDNTLPLTDLCLNDTHNINDLKLYTTSEDSTVRIYD 
IVTKSLLTTFILPSSAECITKDPANRALYVGLNNGLVRSIPLYSINSHTSVLESIGGMNKIITVDA 
DQNLKETFVAHQQKTKTGDDKPWVTKLTISFDGTSIISGDSEGRVFVSDIVTKQWKSFTPCNSP 
lAYIAVETIPDDFVNNLATSTTTNKADKKHRMIPQFKRVLASTNSEEHQIFLDIPGKTTATTNATG 
NIDFATWLQGKQSEELQFKNLSGINSIVKQVGNENVSDLEERLQRVSQAYTELRNKHEELIKEHAK 
LLDKLE 

YNL190W_homolog 896bp public: 1..896; CDS: 501.. 893 (SEQ ID NO 
435) 

TTTCTGCAAGTATTGCGTGTGCTGCACAAACTTTTTATATCCGAAAATTTTTGGCCGGGAACGAAA 
CGGCAAGAAAAAACAGAAACAATACCACCAGCACGGACAAAAAGATTATAAGCTTTGTGTAATAAG 
GTTATGTCATCGGGTATTACAGATTGCAGGGCCATCTTGTCTTCATCAGTTATAGCATTTCAATAA 
AAATAAGCCACATATGTGTACAGCGCTGAGTCTACTCAACATGTGTAAATAGAATAAATCAATTGA 
CACAGTCTTTTGAGATCTGTTATTCTGGCCTATAGCGTTTTAGGAAATTGCGGTATTTTCTTGTCT 
GTTTTTCTTTTATCTATTTTCGCACGACTTGGGGTGGTTTGTGTGACTTTTTTAGCAAATTAATTT 
TGTCGGTCTTCGCAGTAAAAATAAAAAATTCAAAAAAAAAAACAAATTGACTTTTTTTTTTACTTT 
CTTTCTTTTCTATCAACAATACTAATCACAAGCCAACCATGAAATTCACTACTGTTGCCACTGTTT 
TTGCTATTTCCTCATTAGCTGCCGCTAAAGGTGGTGAAAAAGATCACGGTAAAGCTTCTACTGTCA 
CCAAATATGTCACTGAAACTACCCACAGATACGGTCGTTTTGACAAAACCAGTAGATCTAAAAAGC 
CAAAGGAAACTGGTACTCACAGATACGGTAAATTCAACAAGACTCCACGTCCAGTTACCACAACTG 
TCTTGGTCAAAGAAAGCGACCTTCCAAAGAAAAGAGATGCTGTTGTTGCTAGAGATTCTAAAAACG 
CTTCTTCCAACTCTACCACCTCTAGTGGTAACAATGGTGTCGCCACTGGTGTCAGCTTGGGTCTTG 
CTGGTGTCTTAGCTGTTGGTGCTGCTTTGGTCATCTAA 

YNL190W_homolog 131aa (SEQ ID NO 436) 

MKFTTVATVFAISSLAAAKGGEKDHGKASTVTKYVTETTHRYGRFDKTSRSKKPKETGTHRYGKFN 
KTPRPVTTTVLVKESDLPKKRDAWARDSKNASSNSTTSSGNNGVATGVSLGLAGVLAVGAALVI 

YNL208W_homolog 1076bp PathoSeq: 1..1076; CDS: 501.. 1073 (SEQ ID 
NO 437) 

TTTTTGATCAGGCCTTTTGTTTTTTTTTTTGGGTGGTGCTGTGGTTCGTTGGGTAGTTGGCTCTTG 
TTTCGGTTCTACTTGTTCCTTTTTTTTATTCTCCTCGTTAATCCTAATTTTGTGTAACAAATTAAT 
TATAGGGAGTTGGAAAATTAAAAGCTTGAAAAGAAAGAAAGAAAGAAATACCAACGTGGAATTTCT 
ATTACGTAAGTCACTATAACTTGCATAGAAATTTCAGGTTTTCAATTTAAGAAAGTATTAATCAAC 
TGAATTAAGCAATTGAAACGAATTGAACCAGCTCAGCATTTATTTTTCGTTTTCTTTTTTTTTCAA 
GGGGGTGGGTGAAAGAAAAATCTAAAAATATATAAATACTCCACTTATCTCCTCTCTTCCTCTCTT 
TCTCTCTCTAACTCAATTTCAATTTTTCCCAAACCAAAATTTCCTTTCTTTCTTTCTTTCTTTATT 
TTTTACTCAATTGAATCAATATTAAAACAATAAAAGCCATGTCAGCTAACGATTTTTATTCATCTG 
GTGATCAATCCAATTATGATCCAAAAAGATCCTCGAATCAAGGATCATCATCATCAAATGATGAAC 
AACAAGACAGAGGGTTATTATCTACTGTCGCCGGTGGTGTTGCTGGTGGTTATGGTGGTCACAAAT 
TAGGTGAAAAGGCACAACATGGTACTTTGGGTACTGTATTAGGTGCCATTGGGGGTGCCATTGGTG 
CCAATAAACTAGAAGATGCTTATGAAGACCGTAAAGAACATAAAAAACACGAGCAACAATATGGTG 
GTAGTGGTAAACACGAAGGCGGAAGACATGAAGGTGGTTTTGGTGGTGGTAGACCAGATGATCGTT 
ATGAAGGCGATAGAAGAAATGATAATTACGGTGGTGGTTACAATGATAGAAGAGATGACGGTTATG 
GTGGTGGTTACGGTGGTGGCAGACCAGACGATAGAAGACACGAAGGTGGTTTCGGCGGTGGCAGAC 
CAGATGACCGTTTTGGTGGCGGTAGACCAGATGACCGTTTTGGAGGTGACAGAAGAGATGATAGAA 
GAGATGACCGTAGATGGTAA 

YNL208W_hoinolog 191aa (SEQ ID NO 438) 

MSANDFYSSGDQSNYDPKRSSNQGSSSSNDEQQDRGLLSTVAGGVAGGYGGHKLGEKAQHGTLGTV 
LGAIGGAIGANKLEDAYEDRKEHKKHEQQYGGSGKHEGGRHEGGFGGGRPDDRYEGDRRNDNYGGG 
YNDRRDDGYGGGYGGGRPDDRRHEGGFGGGRPDDRFGGGRPDDRFGGDRRDDRRDDRRW 
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Y0L031C_homolog 1745bp public: 1..1342, PathoSeq: 1343.. 1745; CDS: 
501.. 1742 (SEQ ID NO 439) 

TTGGTATTGAAGACACCGAAGACTTGTTGAAAGATATTGAACAAGCTTTACAAAAGGCTGCTTCTG 
TTTGAGGGGATGTTCATTAGCAATGTATATAATTATTGTATATTATGACAAAGAAAGAAAAAAGAA 
AACCAGAAAAGTGGTTTATACAGGAATATTTTAATAGAAATATCGCTTATATTGTGATAAAAAATT 
TGAAAGACAATCCGAATGTAGTGCTTGTCTTATTCTGCTTGGGAATACTGTAGTATTAGCATCAAT 
TGAGGAAATTCCAGATAGCTAACGGTTTTGCGATTACGAATTTCGCAACCAAATAAATATGTGACA 
AGGAATACACTACTGATCAAGGTTATTCTTAGTACAATGGAAAAAAAAAAAAAGAAGCAAACAAAA 
AAACGAGAAATTAATGAACACGACTTCACTTCTACAACCTACTGGGAAAAAAAAGGCAGAGAGTTA 
TTGAAAAAGGATCATATCAAGTTCTTATTGTATATTATATGAAGTTTTCTGTTTTAGTATTACTTG 
CCAGTTACTTAGTTGGTGTGAATTCTCTGATTGTTGATACTTCAGAGGAATTAATTTGTCCAGATC 
CAGAAAACCCTTTAGATTGTTATCCAAAATTGTTTGTTCCAACAAACGAGTGGCAAACCATTAAAC 
CAGGTCAAGATATACCACCTGGGTTACACGTTAGATTAAATATAGATACGTTGGAAAAAGAGGCCA 
AGCTAATGAGTGCTGACGAAAAAGACGAGCCAGTTCAAGAAGTAGTTGTTGGTGGCGAATTGCAGG 
ATCATTCGAGGGAAGCCATCACTGAGAATCTACAAAAGTTGCATGAGCTGAAACATCCTGAAGTAA 
AACAGGAGCACGCTCATCGTACAAAGGTTAGCCAGGGAGATTTGAGTAATTTTGACGCAGCTTGTC 
TGGAAATTGAGAGTTTCAAGCCACATGAGAGTGATGTGGAAAGGTTGCATTTGGCACTAGATACTT 
TAGAGGAATTAAGTCATGATATCGAATTTGGGGTGAAATTGACCTCAGACAAAGCCATATTTCAGA 
GTTTTGTCAACATTGCCAATGGTGCTTCTGATCCAAAAATAACCGAAAAGGTATATCGTGTAATGG 
GGTCTAGTTTGAGAAATAATCCTGAAGCGATTAGTAATATCTTGACCAACTTCGACAAGAGCTATG 
TGGATAATTTGTTTGAGCAATTAGCGAATGAAAATGATGTTCTACAAAAGAGGATTTTGGGTATAA 
TTCAAGCTTTAGTCCAAAATAGCCATTTTGCAAGACAATATTTTTCATTTGACCACAGTTCCGGGT 
TAAATGATTTAATAGCGATTTTTCCCAAACTTGGTCCAAACTCAAAGTCCAGGGCAAGTAACATTT 
TAGAGGATTTACAATTGTTCCCA6TAACAAACGATAGAAGATCACTTGAAGATCAAGATCCTGAAT 
CACAGGTTTCAAAATTTATTCAGAATTCCTTTGTTGGAAATAAACTTGACGAGAAGAATTTCAAGT 
CTTATTTTGATCAACTAGTAAATTTGCATCAGCTGAATAAGAGTTTGCGACCAAGTGGTGACTTTC 
TCAATTGGTTAGCTGAAGAAGTGGAGTCGCGTAAAGAGAATAAAAAAAGAGACGATTATTCACAAG 
AAGACAAAGACTTTGATGAGTACATGTTGCGAGCACGTCATGAAGTATTTGGCAATCCAATGGGAT 
TAAGAAAGGCAATTGCCGACGAGTTGTAG 

YOLOBlCjiomolog 414aa (SEQ ID NO 440) 

MKFSVLVLLASYLVGVNSSIVDTSEELICPDPENPLDCYPKLFVPTNEWQTIKPGQDIPPGLHVRL 
NIDTLEKEAKLMSADEKDEPVQEVWGGELQDHSREAITENLQKLHESKHPEVKQEHAHRTKVSQG 

DLSNFDAACSEIESFKPHESDVERLHLALDTLEELSHDIEFGVKLTSDKAIFQSFVNIANGASDPK 
ITEKVYRVMGSSLRNNPEAISNILTNFDKSYVDNLFEQLANENDVLQKRILGIIQALVQNSHFARQ 
YFSFDHSSGLNDLIAIFPKLGPNSKSRASNILEDLQLFPVTNDRRSLEDQDPESQVSKFIQNSFVG 
NKLDEKNFKSYFDQLVNLHQSNKSLRPSGDFIJSIWLAEEVESRKENKKRDDYSQEDKDFDEYMLRAR 
HEVFGNPMGLRKAIADEL 

Y0L048C_homolog 1244bp PathoSeq: 1 .. 27/985 .. 993 , public: 

28. .984/994. .1244; CDS: 501. .1241 (SEQ ID NO 441) 

ATGATTTTTTCCTTGATTTTAGAGCTGTTAATTATACCTTTTTTGTTCCCAAATAAGCGCTAAAAA 
TGATTGAAATTAAAAATACTAACTATTCCAGGTCAAAGTAAACACTATAAAACAATATATTTCAAT 
AACAGGAGCAGTAATTAGCTTCAACATCAAGGTACTCTTTTATTTTTCTACCAAAAACACATCTGA 
AGTAGCTCTTATCCATAGATCCAAATATTTTAACCTTTTTTTTTTCCTACTCTCATCTACTTTTTT 
TTGCAACACTTACTGCTCACAACGCCAATGACCATACCATTAATTTCAATAATCAAATCAAGAGCT 
TATTTGTATCCTCTCAAGGTATGTTAATGTATTAACAACACCGATTCTATTTCACCAACTAACACG 
ACAGAAAGGGGTTGTACTATTTTGTAACACATCCCACCGTTTGGCCCTTTTACATAACCATATTGA 
TACCTCAATTGGTCCTTACACTAGTCATTTACCTGATTATGTTTTCATTGTTCTTCCCACCTCAAG 
CTATTGTATATACATTGTTAATGGGACCATTAGGGGTGATTGGTGCGTGGTATAGTTTGATCCTGC 
AAGCGAGCACATTGTCTATATTTGTTGTCACAATATCCTTAATGCCTCACATACAACGAGTGGCAT 
ATGATGCAATATTGAGTAGAGAGTGTGCAAATGATGTGGTACTAATGGGAAAACTTAGGAGGTATA 
GAAAACTACCCATTAGAGTAAGGGCCAGAGAATACCTTAAGGCCATTCCAGATTTTTCGATCTTTC 
CCTTCTCTTTGCTCAAGCTACTTGTGTTTTTCGGTATTTACTTCATACCCTTTGTAGGTCCAATCA 
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TTGTATTGTTTTTCCAATCTTCCAAGCGTGGACTAAAGGCACATGCAAGATACTTTAAGTTGAAAG 
GGTTTCTGCGTAGTGACATAAGAACAATCCACAAGCTAAACAGACCAGCATATATGGGGTACGGAG 
TGGTTGCGCTTTGGCTCGAGCTGTTTCCATTTATCAATATGTTTTTTATGTTCACCAATACTTTGG 
GAGCTGCTTTGTGGGCAGTTGATATTGAACAACAAGAGAAGGCCGTCACAGAGAATGTGGCCGCAG 
CTACTACCACCGCCACAGATACGAATAGCGTCAATCAACAAGGTCTAGTTATACCCGTACACAATG 
AACCAGCAACTAATATACCTGAGGCTACCCCAAAAACTGCTACAAATACCATCTAA 

YOL048C_homolog 247aa (SEQ ID NO 442) 

MFSLFFPPQAIVYTLLMGPLGVIGAWYSLISQASTLSIFWTISLMPHIQRVAYDAILSRECANDV 
VLMGKLRRYRKLPIRVRAREYLKAIPDFSIFPFSLLKLLVFFGIYFIPFVGPIIVLFFQSSKRGLK 
AHARYFKLKGFSRSDIRTIHKLNRPAYMGYGWALWLESFPFINMFFMFTNTLGAALWAVDIEQQE 
KAVTENVAAATTTATDTNSVNQQGLVIPVHNEPATNIPEATPKTATNTI 

YOR027W_homolog 2270bp PathoSeq: 1 .. 947/1781 .. 1828, public: 
948. .1780/1829. .2270; CDS: 501.. 2267 (SEQ ID NO 443) 

GCATTTTACTTATTTAGATATTACTTCATATTGCTTTTATTTAGATTGATTTTGTTTAACAGTGAA 
AGTTTTTATTTTTTTTTTGTTTAAAGTTTTTATTTTTTTTTTGTTTAAAGTTTTTGTATTATACAA 
TATTTAAATTATAGTAATCATCCTATAAATTTCAAAGTCAAAAGACAGATCTTAAGGTCTAATTAA 
TAACTCTCTATGGCCrrCTGTGTCAAATTGTTGTCGTTTGATAACAAGTTTGGAACGGTAATGGTT 
GAAATTAGAAAAGAAAAAAATTACACATGGTAGCAGCTGATGTATAGAACTTTCTAGCAAAAAAAA 
AAAGAAAGAATTTTTTTTTCTTCCATTTTTCAAATTTGAGAGATCGAAATAATTTTCTTGAATTTA 
TTAAAAGGGAACCCCTTCCCGAAAAATCCAAAACCAAAACTTCCACCCAAATATCAAATAACTAAC 
TTATCATTCCAACAGATAATATTCCCACTTCAATAACAATGACAACAGCTGACGAATACAAAGCAG 
AAGGTAACAAATATTTTGCTGCTAAAGATTTTGAAAAGGCGATTGAAGCATTCACTAAAGCAATTG 
AAGCATCACCTGAACCAAACCATGTTCTTTATTCAAATCGTTCTGGATCTTATGCCTCTTTAAAAG 
ATTTTAACAACGCATTAAAAGATGCTCAAGAATGTGTCAAGATCAATCCTAGTTGGGCCAAAGGGX 
ATAATAGAATTGCTGGGGCTGAATTTGGTTTAGGTAATTTT6ATCAAGCCAAATCCAATTATGAAA 
AATGTTTGGAGTTGGATCCAAATAATGCCATGGCTAAAGAAGGTTTAAAATCAGTTGAATCTGCTT 
TATCATCTGGTGGTGGTGATGACAAGGATTTAGGATTTGGTAAAATTTTAAATGATCCTAATCTTT 
ATACTAAATTGAAAAATAATCCTAAAACAAGTGAATTTATGAATGATCCTCAATTTGTTGCTAAAC 
TTGAACGTCTTAAAACTAATCCACAATTGGGTAATCCTGATATGTTTAGTGATCCAAGATTATTGA 
CGGCTTTTGCTGCTTTAATGGGTATTGACATGGATTTACCAAATATGGGATTCACTGCTCCAAACG 
AATCACAATCCAATGCATCAGAACCAAAACTGGAACCAAAATCAGTACCAGAATCTAAACCAGAAC 
CAAAAGCAGAACAAAAGGAAGAAGAATCAACCTCAGCCAAAGATGAAGACACTCCAATGACTGATG 
CCCAAGACGACACTAATGATAATGATGCCAAAACCCAAGCTGACAATGCTAAAGCTGAAGGTAATG 
CCTTATACAAGAAACGTCAATTTGATGAAGCAATTGCCGCCTATAATAAGGCTTGGGAATTACATA 
AGGATATCACTTATTTAAACAATCGTGCTGCTGCCGAATATGAAAAAGGTGATTATGATGCTGCTA 
TTGCTACATGTGAAAAGGCCATTGATGAAGGTAGAGACATGAGAGCTGATTATAAATTGATTGCTA 
AATCATTTGCTAGATTAGGTAATATTTATTTGAAAAAAGATGAATTACCCGAAGCAGTGAAAAATT 
TTGAAAAATCTTTAACTGAACATCGTACCCCTGATGTTTTAAATAAATTAAGATCAACTCAACGTG 
AAATTAAAACTAGAGAATTAAATGCTTATATAGATCCAGAAAAGGCTGAAGAAGCAAGATTACAAG 
GTAAAGAATATTTCACCAAAGGAGATTGGCCAAATGCCGTTAAGGCTTATACTGAAATGATTAAAA 
GAGCACCAGAAGATGCTAGAGGATATTCTAATCGTGCTGCTGCATTGGCAAAATTGTTATCATTTC 
CTGATGCTATACAAGATTGTAATAAAGCCATTGAAAAAGATCCAAATTTCATTAGAGCTTATATTA 
GAAAAGCTAATGCTCAATTGGCAATGAAAGAATATAGTCATGTCATGGATACTTTAACCGAGGCAA 
GAACTAAAGATGTTGAATTGGGTGGTAAATCAATTCATGAAATT6ATGAATTAATGAATAAAGCTA 
CTTATCAAAGATTTCAAGCCATTGAAGGTGAAACTCCTGAACAAACTATGGAAAGAGTTTCTAAAG 
ATCCAGAAATTGTTCAAATTTTACAAGATCCAGTAATGCAAGGAATTTTAGCTCAAGCTAGAGAAA 
ATCCTGCTGCTTTACAAGATCATATGAAAAATCCTGAAGTTTATAAAAAAATTAATATGTTGATTG 
CTGCTGGTGTTATTCGTACCAGATAA 

YOR027W_homolog 589aa (SEQ ID NO 444) 

MTTADEYKAEGNKYFAAKDFEKAIEAFTKAIEASPEPNHVLYSNRSGSYASLKDFNNALKDAQECV 
KINPSWAKGYNRIAGAEFGLGNFDQAKSNYEKCLELDPNNAMAKEGLKSVESALSSGGGDDKDLGF 
GKILNDPNLYTKLKNNPKTSEFMNDPQFVAKLERLKTNPQLGNPDMFSDPRLLTAFAALMGIDMDL 
PNMGFTAPNESQSNASEPKSEPKSVPESKPEPKAEQKEEESTSAKDEDTPMTDAQDDTNDNDAKTQ 



wo 01/02550 



152/161 



PCT/BEOO/00077 



ADNAKAEGNALYKKRQFDEAIAAYNKAWELHKDITYLNNRAAAEYEKGDYDAAIATCEKAIDEGRD 

MRADYKLIAKSFARLGNIYLKKDELPEAVKNFEKSLTEHRTPDVLNKLRSTQREIKTRELNAYIDP 
EKAEEARLQGKEYFTKGDWPNAVKAYTEMIKRAPEDARGYSNRAAALAKLLSFPDAIQDCNKAIEK 
DPNFIRAYIRKANAQLAMKEYSHVMDTLTEARTKDVELGGKSIHEIDELMNKATYQRFQAIEGETP 
EQTlffiRVSKDPEIVQILQDPVMQGILAQARENPAALQDHMKNPEVYKKINMLIAAGVIRTR 

YOR312C_homolog 1019bp public: 1..1019; CDS: 501.. 1016 (SEQ ID NO 
445) 

CCACTAACAAACTTTTTTTTGACTATACACCACTGAAAAAAAAAAAAAAATTTTTGTAAAAAATCT 
TAAGAATTTCAGTTTAGAAGGTATTCAACAACAACCGAAGAGTATGTTCAACATCGTTATAATAGA 
ATAGAATAAGAGCATGACAACAAAGGGATACAAGCTTGAAAAAAGAAAAAGGGTGGGATATCTTAA 
AATTATTAAAGAGTTTTTTTTATAACATGTCATTGAGATTGAGATTGGGAATACTGAATTCGATTT 
TAAAGTCATTGGATGGGAGAGTTAATTATTCGTTTTATTATTAGGATTACCAATGAATAGTAATGA 
AGTGATGGAGAGATAGAATGAAAGTATTCAGAAGAGCATCAAGTCCCTTATAAGTTTGTGAGACAT 
AATATGTCTACCCCCTTGTCAACTTGTCATAAATTTTATTGCTCGTCCTTTAAAAGAAATGAATAA 
AAAGATTTACTAACTTAATTTCAATTATTTATAGAAAGATGTCTAGATTAAACGAATATCAAGTTA 
TTGGTCGTAATTTACCAACTGAATCCGTTCCAGAACCAAAGTTGTTCAGAATGAGAATTTTTGCTC 
CAAACACCGTTGTTGCCAAATCAAGATATTGGTATTTCTTGCAAAAATTGCATAAAGTTAAAAAAG 
CTTCTGGTGAAATTGTATCTGTCAACATTATTTCTGAAGCTAAACCAACTAAAGTTAAAACTTTTG 
GTATTTGGTTAAGATATGAATCCAGATCTGGTATTCATAACATGTACAAAGAATACAGAGATGTTA 
CTAGAGTTGGTGCTGTTGAAACCATGTACCAAGATTTAGCTGCTAGACACAGAGCTAGATTTAGAA 
GTATCCATATTTTGAAAGTTGTTGAATTAGAAAAAACTGATGATGTTAAAAGACAATACGTTAAAC 
AATTTTTGACTAAAGATTTGAAATTCCCATTACCACACAGAGTCCAAAAATCTAAGAAATTGTTCC 
AAGCTACTGCTCCAACCACTTTCTACTAA 

YOR312C_homolog 172aa (SEQ ID NO 446) 

MSRLNEYQVIGRNLPTESVPEPKLFRMRIFAPNTWAKSRYWYFLQKLHKVKKASGEIVSVNIISE 
AKPTKVKTFGIWLRYESRSGIHNMYKEYRDVTRVGAVETMYQDLAARHRARFRSIHILKWELEKT 
DDVKRQYVKQFLTKDLKFPLPHRVQKSKKLFQATAPTTFY 

YOR369C_hoinolog 932bp PathoSeq: 1..228, public: 229.. 932; CDS: 
501.. 929 (SEQ ID NO 447) 

TGTTTACTTTTTCTGTA6TTTTAAAGTTTCCTAATTTAACTTCCAAAAGTTTCATTAACAACAATA 
TTAACATACCTTTGTCACAAGCAATTATATTGAAGTTTTTTGATACAAGTGTGTTGTTTTTTTGTG 

TACATGTGAGATATATAATTGTGTATATACAGTCACGTGAATAGAGCAGAAAAATTACGAAGTAGA 
AATATTGGTAGCGCGTTAGGGCTATAGCCCTATTTAGTTTGTGCACCACACGACTTACAATTTTTT 
TTTTTTTCTTTCTTAGAATCCTTGAGGCACTGACACTGTACTCTCTCTCTCTCTCTCTCTCTCTCG 
TAGGTAGTGAAAAATTTCCACTAGTCTTCCCATAACCCACCTAGGTTCTTTCTTTTGGAAACCACT 
GAGCAGTAAATCAATTTACTTGACGAAGAAGTCTATACATAAATATAAACTTGTCCCCTCCCCCCC 
CTTTTTTTTTAACTAACTAAGAAGAAAAAATTAAAAAAATGTCTGACGTTGAACAAGAACAAATTG 
TTGAAGAAGTTGTTGTTGAAGAACAATCCGGTGCCATCACCATTGAAGATGCTTTAAAAGTTGTTT 
TAAGAACTTCTTTAGTCCATGATGGTTTAGCTAGAGGTTTAAGAGAAGCTTCTAAAGCTTTATCTA 
AAAGAGAAGCTCAATTATGTGTTTTGTGTGACTCTGTTACTGAAGAATCAATCATCAAATTGGTTG 
AAGCTTTATGTAATGAACCAGAAGAAAAAATCCCATTGATTAAAGTTTCCGATGCTAAATTATTGG 
GTGAATGGGCTGGTTTATGTCAATTAGATAGAGATGGTAATGCTAGAAAAGTTGTTGGTGCCTCTT 
GTGTTGTTGTCAAAAACTGGGGTGCTGATTCTGATGAAAGAAACATCTTGTTGGAACACTTTTCTC 
AACAATAA 

YOR369C_homolog 143aa (SEQ ID NO 448) 

MSDVEQEQIVEEVWEEQSGAITIEDALKWLRTSLVHDGLARGLREASKALSKREAQLCVLCDSV 
TEESIIKLVEALCNEPEEKIPLIKVSDAKLLGEWAGLCQLDRDGNARKWGASCVWKNWGADSDE 
RNILLEHFSQQ 

YPL047W_homolog 881bp public: 1..811, PathoSeq: 812.. 881; CDS: 
501.. 878 (SEQ ID NO 449) 
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AAAATTTCCAATCTTGAATTTCATCTTCAACGTCATAAACTTGTTCTGTTTGAAATTTATCGTCCT 
CATTATCGTTGTCATTTTCATTGTCATTGTCAATATTACGGTTACGATTTTGTTTTCCCTTTGAAG 
TCTTTGACTCTAGCTGTTCATCTGTCATTACCCTTGGCTTGGTTTGTCTTACTGTTGAGCGATGAG 
ACAAACTTTTTGATTGATTGCAACTGAACAAAAAAAAATACGACAGACACACACACACACACACAC 
ACACAATTTTCAGCTCCTTCCAAGTCGTGTTTTTTTGGAAGAAAAAAAAAACAACTTGGCCCTAAA 
AACTCTATGCTCTAACCGACAACATTAGATTACTTTGATAACTCACAACCTTTAATTAACACTATC 
TACAAAATATGACAAGTACACCAATAACGTACAAGACACTAGTATGAAAGGCAAGCACAAACTTGC 
AAACAAAAAACCCCTAACTTTTATTATAGTTTTGTTTGATGTTATTTTGTTTTATACTAACTAAAA 
TCTGTTTTTTTTTTTTTTCAAAGGCCGATTCTATATTTAATGATCTAATCAACAATATCATTAAAC 
AACATACATTAACCAGTTTAACCAATATTAAAGATCATTCCTCATTATTAAATTCATCTAATAGCA 
ATACTAATAGCAATACCAACGGTACAATTGCCAGTAATGGTGGAAATGGGACTACAAGTGATGAAA 
ATAATGAAATTGAAAATTCAACAATTCAAGATAAATCAAAATTAAAACAATTAGAAACTTCAAGGT 
ATTTCCGATGTCTTAATTGTGGTAGAAATATTGCCGGTGGAAGATTTGCATCTCATATAAGTAAGT 
GTTTAGAACGGAAACGGAAAT6A 

YPL047W_homolog 126aa (SEQ ID NO 450) 

MLFCFILTKICFFFFSKADSIFNDLINNIIKQHTLTSLTNIKDHSSLLNSSNSNTNSNTNGTIASN 
GGNGTTSDENNEIENSTIQDKSKLKQLETSRYFRCLNCGRNIAGGRFASHISKCLERKRK 

YPLl37C_homolog 5344bp public: 1..3342, PathoSeq: 3343.. 5344; CDS: 
1250.. 5341 (SEQ ID NO 451) 

CTCTAGAAGTAGGACATCGTATAGTGTATAAACACTCAATAAGTAATGAAGAAACACGTTTTGTTG 
TGCAATGTTAGCTGGCGAGCTCAATATTGGGTCTCTCCGCCGTCTGTCTGCCTTGCATTCTACTTT 
TTTTCTCCTTATGGAAAACATTAGTACTAGTAGTGGTGGTAGTAGTTGCTGTTGTTTGCACTTTGC 
ACGTAGTTGTTTTCCCCTCATTCTTTCATCTGATTATTCTGTCTTTGTTAACTGCATACAAAGGGA 
GGGGAAGAAGAAACAACAAAAGGGGAATTTGAATATACGTCAATCTTTTAATCCTACTACCACGGG 
GGGGGGGGGGGTCATACTTCTTGGTGTAAATAATGTATGGAGATTGAGGTTATTAGACTTTTAGAA 
AGAGGTCTTGGTTGAGTAAGGCGGGATAGCACAAATAATGCGTGTCTAATTGGTCAGAGAATAATA 
TGCTTTGGGGAACAATAGAAAGATGTAGCGAGAGAAATAGAATTNCAAGGGTAAGGATGATTAACT 
rp-pTrpTTTTTTTTAATGCTTGGAGTACTTTGTTGTTGGAAAGAGTATTGCAGAAGTAATAGTTTAAT 
AAAAGAAAAGTATATAACTTTAGTAATCGGAGAACAATTGAAATCAATATTTTGAAAATATAGTTT 
TATAGAGTAACCTGGGTCGAGGTGAACCCGAATTCAATATTGGTTTTCGGTTGTTATATGCTACAT 
AACCATCCTCATCTTGAATGAAACAAGGATAATAGAAATGAGTATATTAAACAAACAACATTATGT 
TGTTACTGTTGTATTCTGTTTTTTGGTCATTGCCATGGTAATTTCATATTTAGTAACAATTTAGTG 
TTCATCGTAAGTCTCTCCTTCTCTGGGAGATGTTCTCTCTCTCTTTCTCTCTCTTGTTGTTGTTGT 
TGTTAATTGTTAATTGTTGATTATTGATTGTTCCCCAATTAAAATTCCGATAAACTTGAACAATAA 
ATTGTCATCATAAATTTTTTTTTAGAAAATCACTCCATAAATTAAATTTATTTATATATTAAATTT 
TAAATCGGAACTTCCGTCAATTGGATTCGGTTTTTTTTTTTTTTATTTGTTCATTTATTTCTTGAT 
TTTATTTTCTTTTTGCTTCCTACTTCTCTTTTATTTTCTTAGTTTCATAATTTTTGACAGATAATA 
CTTGAAACTGGTTAATTTTAAATCAACTTCGTGATTTTTTTCCGGAAATCTAATAATATCAATGAC 
CAGTAATCTGCCACCACTTGGTTCTACAACTAACGATCAGAGACTACCCCAAAGCGGAGTTTCATC 
CATACCCACAAATAAATTGCCTTTACCTAATGCCAATGAAGATTTTGCCACGGGTGTGTCGAATGG 
AGATGTTGACTGGCTATTTCGAGGTAAATCAAAGAAATTGGGGAAAAAGATGGCTAACAACAATGC 
CAATAAGGATGAACGAAAGAATAGTCATGGTAACATCAAAAACTCGGAAAAAACTACCGCAAAACC 
CAATGAAACTAAACATGAGTCTAATGGTGAGAAGTTAGAATTCAATGTTCCAAAATCTGTAATGCC 
AACAAAGCATACATCGTCTGGGAACCCAAAAGCACCTACCAATGGACAAATCTCAAATGTAACACC 
AAGTCAACCAAGTCCGAAACAGACCACTTCTGGGTCAACAAATGCAAATGATATACCTCCAATTTC 
TCCTAAACAACCAGAAAAGGCATCAAAGTTGAATAAACTAAAAATTGGGCGTTCAAGATCGTCTTC 
TGCATCAACAGTCGTACCTTCATCTACAACAGCTTCAACTACTACTAATCCTGGAGATCCTAAAAG 
TCAACCAAAAAGACGGAGCAGTAGTTTTAACTTTGTTACTCCTTCCTTGACGAGTGATTTGGCATA 
TGACGATCCTGCATTGGTATCTCAATTATCAAACAATTCAAATTCTCTGAACTCATCCTCGCCTAA 
TGTTTCTCGTTCAAATAGCAAAAAAGGTGGGTTATTCAGTTCACTTTCATCAAAATTTAGATCAAG 
CTCGGCTTCATCTAAACAACCACAACTGCATTCATCGTCTACACCATCAACCACAACGACAAATGG 
TGGCGGTAACTCGTCCGCTGCTCCAAAATCATCCCATCACTCCCCCAAATTTAATCCTTCACTTGT 
TGGTCCAGTATCAAAGCACAATCGAGAAGCTGAAGATTTGGTGTCTCTTACCAATACTTTGCCTGC 
TGGGAGTGGAATACCAATTAAACGTAAACCATCAATATCGGGAAATTCAATTTTCAAAGATTCATT 
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TCTCGATGATGCAAGTTCTTCACCGTCATCTTCATTAAACTCTGATGGGGGGCTTAAGTTTTTCAG 

GAGACGTTCCTCTGTGGCATCTACACCATCAACACACGCGTCAACACCTCGAGTGATTTTGAACAA 
AAACCCCAATAGGAGAAAAGTACCCATTGAAGAAATATCTGAAGTTCGATTGCGTCGGGTTACCTT 
TTCTGTTGATAAACTCGAGCACGATCCGCAACAGCAGATTCCTTCAAGAAGACCTAAACGAGGTAA 
TGTTTTAATTCCACAGGACATCAATGCACCACCTCCAAGACTATGTCTTGGGATTTCAGTTAATGA 
ACCAAATAATAAAGATGACGGTAAATCACACAACCATTCCAAATATA6TGATCATGAAATTGCATT 
AGCTGAAGATGCTCAACGCCGAGCAATTATTGAAGCAGAAAAACATGCTCAAGAAGCTCATCGACA 
AGCCAAAAAGATTGCTCAAGAAGTTTCTGGGTATAGATCACATAGATTCATATCCATTAAAGAAGG 
TGGTAGTGTTGGTAATTCTAACACCAACGGCAACGACAATGACGAAGATGATGATGAGGTTGAAGA 
AGCAGTTGATAAGAAATTGGCAAATGATGTTTCTGTGGATGGACCGTTGCATGTCCACGAACAACA 
TTTCGAAGAAGAAATTGAAAGCAAAACAGGTGAAAAGACCATTTCATTGGAAACAATCTATACAAG 
ATGTTGTCATTTACGAGAAATTTTACCAATCCCAGCAACATTGAAACAATTGAAAAATAAGACAGC 
ACCGTTGGAAGTGTTAAAGATGCTCAACCCAAAACCAACTTTAATTGATGTGTTATCTTTTTCAGA 
TTTTATTGCCATTACACCTATTAACACGGTCATTTTTGATAACGTGACTATGACAACAGAGATGTT 
GAAAAACTTTCTTGGATCGTTGACATATAATAAACAATTGGAAAAGTTATCGTTGAGAAATGTTTC 
CATTGATGAGTTGGGATGGAAGTATTTGTGTGAATTTTTGGCAACAAATAAAACAGTTAAGAAATT 
GGATATATCACAACAACGTATCAAGCCAGATACCCCAGACACAAGCATTCGTGGTAATATGAACTG 
GGACTTATTTATTCGATCATTAATTTTGCGTGGTGGAATAGAAGAATTGGTTATCAATGGATGTAA 
ACTATCCGATGCAATATTTGAAAAGTTCATCAATCAAGCGGTTAAGAAGTCAACCTATCGATTAGG 
TATTGCTGGTATTGATTTGAATGTTAAAAAATCAGAAATGGTCACATCGTGGTTAACTGATGGTAA 
TTCTCAATGT6TTGGTGTTGATATTGCTTTTAATGATTTGAGCAAGGGACAATTACGTCCATTCAT 
TAATGCGTTTAACACTGGCAAAGTCAACAATTTAGTGTTTTTTTCATTGAATTCAACCAATTTACT 
GAACATTGAAGAAACTTCTGACTTGATCAAGTCATTAATTAATGTTAAAACATTACGATTTTTAGA 
TTTAAGTTCCATACCTAATATCTTCCCGAAAATAATTACCCATTTGGACAAATACTTGCCCAGATA 
TCCTAATCTTCGAAGAATACATTTTGATCTTAATGAATTAACCGCACAAGCTATTGGGTCATTGGC 
GGGGTGTTTACTGAAAATGCCCCAATTAGTTCATGTCTCGTTATTGGGTAATAGAAATTTGTCAAC 
TACGTCAiSCAGCTACATTATACGGAGCAGTTAAACAATCCAAGACCTTGTTTGCTCTTGATTTGGA 
CTACGATTTAATACCTGATCAATTATCACAACGTATTGCCTTTTATTTGATGAGAAACTTGGAATA 
CACTTTGAAGCCATCTCATGGCGGCAATATTGAAAGCAATCCAGAAAAACCAGAGGATTTGATGTA 
TGATGGATCGTTATTAATGGAAACAGCTGAAAAATTATTAGTTGAAATAGAAAAGGGTAAGAAAGA 
GGATATCAAAATGCAAAGAATTATATCCGATTCAGTATTGGAAAGAACAAGATCGATTCGTAAGGA 
TATTCACAAAACCATTGATACATTATTCGAACAAAGAAATTTAGGTAAATTATCATTTGAAGGTAA 
AGAGAATTTAGTTCGATTTTGTTTATTAGATTCGTCTTTAGAAAAATTGGTTGTTATGGTTGAGGA 

acatgccaacggattattattaacaccaacgacctccacggacgatctcagaagtagagccatgtc 

gccatcggtcactgttgatacaatccatgaaagtgcaaatgagttgattactgctggaccaatttt 
atcaccacatgtcaataggaaagcagaacaaagctcgtatttcccagtgtttgccaataatgataa 
tttgacccctcatcaagttgtcgttgagtcaaatgatgaaggtagagatgttccaatagataaaat 
gacaggacgaccagttttgattcgatcaattagtcaaacttctgtgcatgcaaaagagcaagaaat 
tgaAgaaggggagcttcataaatttggattctttattcaacaaaaagagagacaaaaacaacaaca 
acaacaacaacaacaacagaactcacaccaccagcaccaaccggcccagctgatccaacaagaaaa 
ccagctgccgctgccacaacaaggaaaatatgaagatttaccgatattaaatacattaccgtcagg 
accagagttgagagatgctataatggcagctaagggagtagcaaatgttactgaattaattgatcg 
aattaataatcatcgtgttaaaatcgatgcaccatcgacaaaacaccatcatgaattgaacaaacc 
aaattctgacaaagtagttgaggatgaagttgaagtttctgataatgcctctattgattctactaa 
tggtgacgatttacatcaacttggtgacggtaaacataatggtaatggtacggttgatcccatggt 
tagtgaagtttatgacaagttgttaaatgatgctgaacgagtcagactgaatagagatatataa 

YPL137C_homolog 1364aa (SEQ ID NO 452) 

mtsnspplgsttndqrlpqsgvssiptnklplpnanedfatgvsngdvdwlfrgkskklgkkmann 
nankderknshgniknsekttakpnetkhesngeklefnvpksvmptkhtssgnpkaptngqisnv 
tpsqpspkqttsgstnandippispkqpekasklnklkigrsrsssastwpssttastttnpgdp 
ksqpkrrsssfnfvtpsltsdlayddpalvsqlsnnsnssnssspnvsrsnskkgglfsslsskfr 
sssasskqpqshssstpsttttngggnssaapksshhspkfnpslvgpvskhnreaedlvsltntl 
pagsgipikrkpsisgnsifkdsflddassspssslnsdgglkffrrrssvastpsthastprvil 
nknpnrrkvpieeisevrlrrvtfsvdklehdpqqqipsrrpkrgnvlipqdinappprlclgisv 
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NEPNNKDDGKSHNHSKYSDHEIALAEDAQRRAIIEAEKHAQEAHRQAKKIAQEVSGYRSHRFISIK 
EGGSVGNSNTNGNDNDEDDDEVEEAVDKKLANDVSVDGPLHVHEQHFEEEIESKTGEKTISLETIY 
TRCCHLREILPIPATLKQLKNKTAPLEVLKMLNPKPTLIDVLSFSDFIAITPINTVIFDNVTMTTE 
MLKNFLGSLTYNKQLEKLSLRNVSIDELGWKYLCEFLATNKTVKKLDISQQRIKPDTPDTSIRGNM 
NWDLFIRSLILRGGIEELVINGCKLSDAIFEKFINQAVKKSTYRLGIAGIDLNVKKSEMVTSWLTD 
GNSQCVGVDIAFmJLSKGQLRPFINAFNTGKVNNLVFFSLNSTNLSNIEETSDLIKSLINVKTLRF 
LDLSSIPNIFPKIITHLDKYLPRYPNLRRIHFDLNELTAQAIGSLAGCLSKMPQLVHVSLLGNRNL 
STTSAATLYGAVKQSKTLFALDLDYDLIPDQLSQRIAFYLMRNLEYTLKPSHGGNIESNPEKPEDL 
MYDGSLLMETAEKLLVEIEKGKKEDIKMQRIISDSVLERTRSIRKDIHKTIDTLFEQRNLGKLSFE 
GKENLVRFCLLDSSLEKLWMVEEHANGLLLTPTTSTDDLRSRAMSPSVTVDTIHESANELITAGP 
ILSPHVNRKAEQSSYFPVFANNDNLTPHQVWESNDEGRDVPIDKMTGRPVLIRSISQTSVHAKEQ 
EIEEGELHKFGFFIQQKERQKQQQQQQQQQNSHHQHQPAQSIQQENQSPSPQQGKYEDLPILNTLP 
SGPELRDAIMAAKGVANVTELIDRINNHRVKIDAPSTKHHHELNKPNSDKVVEDEVEVSDNASIDS 
TNGDDLHQLGDGKHNGNGTVDPMVSEVYDKLLNDAERVRSNRDI 

YPL175W_homolog 1859bp public: 1 .. 393/395 .. 1859 , PathoSeq: 
394;CDS: 501.. 1856 (SEQ ID NO 453) 

ACGGAATAATGTTATGCGAACAGAGTAACTGGGATTATCAACAAGCATCAGTCAATTTCAAAAACT 
CGGCTGCTTCTTTGCCTAGTGATGCATTTGTACAATAGAATTATAATTAAAAGAAAGGTAGAATAG 
AATTCAATGTAG6TGATATCACTTTCTGAGAGTTCTTATTACGATATATAAAATACATAGCCAAAA 
TTATAATGAAGTAAAAACATGTAACTGTGTAATTTTATTCAAGTCCAAAGGTATTGATTAATATTG 
TAGAGTGTTGAGCATTTAAAATATGAAGGAAGACCGATAACCTA2^GTTTTCCTCAGGGTGTCGAA 
GGCTAGGAGGAATAAAATCTGAGTAGAGAACTTTCGTTTATATCAGTTTTTTGCAAGAAAAAAAGG 
AAAACAAAACAAAATAACACCACAAACGAATTACACAAGCACATCCTAAACACCACTCTGTTGGAG 
CACCAATCAACCTGAGAAATGCAAACTTGTAATAAAATATGGGATACAATATAGCAATGGTAACAG 
ATTTTTTTTACCCTCAACCTGGAGGAGTAGAGTTTCATGTGTATCATTTATCACAAAAACTCATTG 
AACTAGGACACTCAGTGGTTATCATAACTCATAATTATTCATCAA6AAATGGTGTACGAGTATTAA 
CGAATGGTTTGAAAGTGTATTATGTACCACTTTGGGTGATCTATAGAAGCTCAGTTTTCCCAACTG 
TATTTCTGTGCTTCCCAATATTGAGGAATATCTTCATACGAGAAAACATTGAGATTATTCACGGAC 
ATGGTTCCTTCAGCACATTATGCCACGAAGCTATATTACATGGCCGAACAATGGGATTAAAAACAG 
TCTTCACTGATCATTCACTTTTTGGATTTGCCGAGATTGGATCAATTATGGGGAATAAAGCATTAA 
AGTTCACTTTCAGTGATGTTGGCCATGTTATCTGTGTCAGTCACACCTGTAAAGAAAACACGGTTT 
TAAGAGGATCAATAGACCCCATAAAAGTGAGTGTGATACCGAATGCAGTTATTCTGAAAGATTTCA 
AGCCCAAATCGCATTGTGTTAACAAGAACTATACTAAAGAGATCACCATTGTGGTGATCACGAGAT 
TGTTTCCAAATAAAGGAGCCGATCTATTAACGGCTGTTATCCCCAAAATTTGCCAGTTGAAACCAA 
AAGTGAAATTTCTAATTGCTGGTGACGGCCCCAAGTTTTTAGATTTAGAACAAATGAGAGAAAAGT 
ACTTTCTTCAGGAAAGGGTTACATTAGTAGGCGCTATAAAACACGAAGAAGTAAGAGATGTAATGG 
TCCAAGGTGACATATACTTACATCCTTCATTAACAGAGGCGTTTGGTACAGTTATTGTGGAAGCTG 
CATCATGTGGGTTATATGTTGTCACTACAAAAGTTG6AGGCATACCCGAAGTCTTACCAAACGAAA 
TGACAAGCTTTGCTGAACCGGAAGAAAACTCACTTATTGATGCTGCTATAGATGCTATAAATAAAA 
TTGAAA6TAATGAAATCGATACCTCAAAATTTCACGATGCGGTTGCAAAGATGTACAGTTGGAATG 
ATATTGCAAGAAGAACAGAAAATGTTTATAATTCACTTGATTTAGACAAACTAAACGAGTCTTTAC 
TTCACCGATTACAAAGATACTATTGTTGTGGTATAATAGCAGGCAAACTTTATGCTTTATGTGTAA 
TAGTGGATATTTTTATTTTCGTGATACTAGAATGGTTGTATCCCGCTGATCATATCGATAAAGCAA 
CAAAATGGCCACTGGCTATCAAGGAAGAAGACGAGCTGGAAGAAGAAACATTTATTTTTCCGAACA 
AAGTAAATTAG 

YPLl75W_homolog 452aa (SEQ ID NO 454) 

MGYNIAMVTDFFYPQPGGVEFHVYHLSQKLIELGHSWIITHNYSSRNGVRVLTNGLKVYYVPLWV 
lYRSSVFPTVFSCFPILRNIFIRENIEIIHGHGSFSTLCHEAILHGRTMGLKTVFTDHSLFGFAEI 
GSIMGNKALKFTFSDVGHVICVSHTCKENTVLRGSIDPIKVSVIPNAVISKDFKPKSHCVNKNYTK 
EITIWITRLFPNKGADLLTAVIPKICQLKPKVKFLIAGDGPKFLDLEQMREKYFLQERVTLVGAI 
KHEEVRDVIWQGDIYLHPSLTEAFGTVIVEAASCGLYVVTTKVGGIPEVLPNEMTSFAEPEENSLI 
DAAIDAINKIESNEIDTSKFHDAVAKMYSWNDIARRTENVYNSLDLDKLNESLLHRLQRYYCCGII 
AGKLYALCVIVDIFIFVILEWLYPADHIDKATKWPSAIKEEDESEEETFIFPNKVN 
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YPL218W_homolog 1231bp PathoSeq: 1..407, public: 408.. 1231; exon 

1: 501.. 518, intron 1: 519.. 676, exon 2: 677-1228 (SEQ ID NO 455) 

GATACAATTCACGACCTCTAATTTCCTTAGTGATAGGTTAATCATGAAATATATAAAATGTCTAGA 

AATAATTGAATAATGATATAAATATAATGTTGTGAAACTTGTGGAAAAATTTGACAGCCTAGTAAC 

TCAAGTGTTGTTACACTCTTGTTATTATTATTATTATATCGTTTACAAGTAGATTTCTCATTTTGA 

ACAGCAAATACTGTCGTTAATAGGAATCAGAGGCAGAAAGAAAGAGAGAGAAAAAAAAAAAGGACA 

CATTTACACGTACACCCTTAACTTGAAGGAAAAAAACAA^ACAAGAGAGACAAAGAAAGAGACAAA 

GAAAATACTTTCAACAACGAAAGATTGAGATATTGGTGATTTTCACAAACCAAAAAAAAAGAATAC 

ACAACTTGTAGATTAACAGAATTTGAACATTTCTAGAGTTTCTTATATTCCCCCCAAGGTGGACAA 

TTAATAATAACATTTGATTATACAAGAACATTTCAATCATGTGGATTTTTGACTGGTGTATGTAAT 

GATTTATCTTTACCGAATCAATACTTTATTTATGAGTGATTGGTTGGTTGGTTATAATACCACCAC 

TTTATTCTATTAACCAAGTTTGATCTAATTACTGATCTGTATATACTAACCAAATATTTACCTTAT 

CACTTAATTATTTACAGTTCAAGATATATTATCATCATTAGGATTATGGAATAAACATGCCAAATT 

ATTATTTTTAGGGTTAGATAATGCTGGTAAAACTACTCTTTTACATATGTTAAAGAATGATAGATT 

GGCCACTTTACAACCAACATTACATCCAACTTCAGAAGAATTGGCCATTGGATCAGTTAGATTTAC 

TACTTTTGATTTAGGTGGACATCAACAAGCTAGAAGATTATGGAAAGATTATTTCCCTGAAGTCAA 

TGGTATTGTCTTTTTAGTCGATGCTGCTGATACCGAAAGATTTGCTGAATCCAAAGCTGAATTGGA 

AAGTTTATTTAGAATTGAAGAATTGAGTCAAGTTCCATTTGTTATTTTGGGTAATAAGATTGATGT 

TCCTACTGCAGTAGGGGAAATGGAATTGAAAAATGCCCTTGGATTATATAATACTACTGGTAAAGA 

TACTGGTAAATTGCCTGAAGGTACTAGACCAATTGAAGTGTTTATGGTTTCCGTTGTTATGAGATC 

TGGATATGGTGAAGCCTTCAAATGGTTATCACAATACATTTAA 

YPL218W_homolog 190aa (SEQ ID NO 456) 

MWIFDWVQDILSSLGLWNKHAKLLFLGLDNAGKTTLLHMLKNDRLATLQPTLHPTSEELAIGSVRF 
TTFDLGGHQQARRLWKDYFPEVNGIVFLVDAADTERFAESKAELESLFRIEELSQVPFVILGNKID 
VPTAVGEMELKNALGLYNTTGKDTGKLPEGTRPIEVFMVSWMRSGYGEAFKWLSQYI 

YOL127W_homolog 429 bp, public: 1..429, CDS: <1..429 {SEQ ID NO 
475) 

CTTATAGCAACTACTAAAGCTTCAGCTGCTAAAAAAGCTGCTTTGAAAGGTGTTAACGGTAAAAAG 
GCTTTAAAAGTTAGAACTAGTACTACTTTCAGATTACCAAAAACCTTAAAATTAACCAGATCTCCA 
AAATACCAAAGAAAATCAGTCCCACACTACAACAGATTGGATGCCCACAAAATCATTGTTGCTCCA 
ATTGCCACTGAAACTGCTATGAAAAAAGTCGAAGATGGTAACACTTTGGTTTTCCAAGTTGACATC 
AAATCCAACAAACACCAAATCAAATCTGCTGTTAAAGAATTATACGATGTTGATGCCTTATACGTT 
AACACTTTGATCAGACCTAACGGTACCAAGAAAGCTTACATCAGATTAACCTCTGACTACGATGCT 
TTGGATATT6CTAACAGAATCGGTTACATCTAA 

Y0L127W_homolog 142 aa (SEQ ID NO 476) 

LIATTKASAAKKAALKGVNGKKALKVRTSTTFRLPKTLKLTRSPKYQRKSVPHYNRLDAHKIIVAP 
lATETAMKKVEDGNTLVFQVDIKSNKHQIKSAVKELYDVDALYVNTLIRPNGTKKAYIRLTSDYDA 
LDIANRIGYI 

YJL188C_homolog 117 bp public: 1..117, CDS: <1..>117 (SEQ ID NO 

477) 

TTAGATACCCAACTTAGTTCTTCTCCAGTGTCTTCTTTTAGCATTGTATCTGATTTTGTTGTCAGT 
TCTCAATCTGATCCATTGTGGCAATGGTCTGTTTTGCTTTTGAGCCTTAGC 

YJLl88C_homolog 3 9 aa (SEQ ID NO 478) 
LDTQLSSSPVSSFSIVSDFWSSQSDPLWQWSVLLLSLS 

YGR183C_homolog 198 bp public: 1..198, CDS: 1..198 (SEQ ID NO 
479) 

ATGTTGACAGTCCTTGGTCGTTTACTTGAAAGAAACTCAATCTACGTTGCCACTATCTTTGGCGGT 
GCTTTTGCTTTCCAAGGTTTTTTCGATGTTGCAGTGAACAAATGGTGGGAGGAACACAACAAAGCT 
AAATTATGGAAAAACGTCAAAGGAAAATTCCTTGAAGGTGAAGGTGAAGAAGAAGATGACGAATAA 
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YGR183C_homolog 65 aa (SEQ ID NO 480) 

MLTVLGRLLERNSIYVATIFGGAFAFQGFFDVAVNKWWEEHNKAKLWKNVKGKFLEGEGEEEDDE* 

YDR529C_homolog 457 bp Pathoseq: 1..457. CDS: 1..457 (SEQ ID NO 
481) 

ATGGTTCAATCTATGACATCTGTCGTTAAGGCAGCTAATTTCATTTTAGCAAGACCAACATTATCA 
AAAATCATTACACCACTTGCTCAAAAATTCACTGCTTATGCAGGGTATAGAGAAATGGGATTAAAA 
TTCAATGATTTACTTCTTGAAGAAACCCCAATTATGCAAACTGCTATTAAAAGATTACCTTCAGAA 
TTAAATTATTCAAGAAATTTTAGAATTCTTACTGCTCATCAATTAGCTTTATCTCATCAATTATTA 
CCAGCTGAAAAAGCTGTTAAACCTGAAGAAGATGATAATTATTTGATTCCTTATATTTTAGAAGCT 
GAAAAGGAAGCTTTTGAAAAAGCTGTATTGGGGAATATTGACGCTAGTGCGATTGTAATTAATACG 
ACGAATAAGAAACGGACGAGGAAGAGGAAGAAGATGAGAAGGTCAAACATTGAAATATGAA 

YDR52 9C_homolog 151 aa (SEQ ID NO 482) 

MVQSMTSWKAANFILARPTLSKIITPLAQKFTAYAGYREMGLKFNDLLLEETPIMQTAIKRLPSE 
LNYSRNFRILTAHQLALSHQLLPAEKAVKPEEDDNYLIPYILEAEKEAFEKAVLGNIDASAIVINT 
TNKKRTRKRKKMRRSNIEI 

YBL003C_YDR225W_honiolog 399 bp public: 1,.399. CDS: 1..399 (SEQ 
ID NO 483) 

CTACAATTCTTGAGAAGCCTTAACACCACCTTTACCTGATTTCTTTGGCAACAAGTTTTGATGGAT 
GTTTGGTAACACACCACCTTGGGCGATGGTGACATCACCCAACAATTTGTTTAATTCTTCATCATT 
TCTGATGGCCAATTGTAAGTGTCTTGGGATTATTCTGGATTTCTTGTTGTCTCTGGCAGCGTTACC 
AGCTAATTCCAAAATTTCAGCAGCTAAATATTCCAAGACTGAAGTCAAGTACACTGGAGCACCAGA 
ACCGATTCTCTGAGCGTAGTTACCTTTTCTTAACAATCTGTGGACTCTACCGACTGGGAAAGTCAA 
ACCAGCTTTGGCTGATCTTGAAGTTGAAGCTTTTTCGGAAGTTCCTGCTTTACCTTTACCACCTGA 
CAT 

YBL003C_YDR225W_homolog 132 aa (SEQ ID NO 484) 

MSGGKGKAGTSEKASTSRSAKAGLTFPVGRVHRLLRKGNYAQRIGSGAPVYLTSVLEYLAAEILEL 
AGNAARDNKKSRIIPRHLQLAIRNDEELNKLLGDVTIAQGGVLPNIHQNLLPKKSGKGGVKASQEL 
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